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<400> 1 



ctttctacta 


gctacttcgt 


tatatatatg 


taaaattgtg 


actttgaaaa 


tcatttaaat 


60 


tatcataagg 


ttcattttat 


cttgatcaaa 


atatttactt 


cggccatata 


cgttttcctt 


120 


tagtcatgat 


gctacttact 


gagcttggtg 


cagcaacttc 


aatctttcta 


atagcacaca 


180 


taatcatttc 


aactcttatt 


tcaaaaacta 


ccggccggca 


tctaccgccg 


gggccaagag 


240 


ggtggccggt 


gatcggagca 


cttccacttt 


taggagccat 


gccacatgtt 


tccttagcta 


300 


aaatggcaaa 


aaaatatgga 


gcaatcatgt 


atctcaaagt 


tggaacatgt 


ggcatggcag 


360 


ttgcttctac 


ccctgatgct 


gctaaagcat 


tcttgaaaac 


acttgatatc 


aacttctcca 


420 


atcgtccacc 


taatgcaggt 


gccactcact 


tagcttataa 


tgctcaagac 


atggtttttg 


480 


cacattatgg 


accacgatgg 


aagttgctaa 


ggaaattaag 


caacttgcat 


atgctagggg 


540 


gaaaagcctt 


agagaattgg 


gcaaatgttc 


gtgccaatga 


gctagggcac 


atgctaaaat 


600 


caatgtccga 


tatgagtcga 


gagggccaga 


gggttgtggt 


ggcggagatg 


ttgacatttg 


660 


ccatggccaa 


tatgatcgga 


caagtgatgc 


taagcaaaag 


agtatttgta 


gataaaggtg 


720 


ttgaggtaaa 


tgaatttaag 


gacatggttg 


tagagttaat 


gacaatagca 


gggtatttca 


780 


acattggtga 


ttttattcct 


tgtttagctt 


ggatggattt 


acaagggata 


gaaaaacgaa 


840 


tgaaacgttt 


acataagaag 


tttgatgctt 


tattgacaaa 


gatgtttgat 


gaacacaaag 


900 


caactaccta 


tgaacgtaag 


gggaaaccag 


attttcttga 


tgttgttatg 


gaaaatgggg 


960 


acaattctga 


aggagaaaga 


ctcagtacaa 


ccaacatcaa 


agcacttttg 


ctgaatttgt 


1020 



1 



tcacagctgg 


tacggacact 


tcttctagtg 


caatagaatg 


ggcacttgca 


gaaatgatga 


1080 


agaaccctgc 


cattttgaaa 


aaagcacaag 


cagaaatgga 


tcaagtcatt 


ggaagaaata 


1140 


ggcgtttact 


cgaatccgat 


atcccaaatc 


tcccttacct 


ccgagcaatt 


tgcaaagaaa 


1200 


catttcgaaa 


acacccttct 


acaccattaa 


atcttcctag 


gatctcgaac 


gaaccatgca 


1260 


tagtcgatgg 


ttattacata 


ccaaaaaaca 


ctaggcttag 


tgttaacata 


tgggcaattg 


1320 


gaagagatcc 


ccaagtttgg 


gaaaatccac 


tagagtttaa 


tcccgaaaga 


ttcttgagtg 


1380 


gaagaaactc 


caagattgat 


cctcgaggga 


acgattttga 


attgatacca 


tttggtgctg 


1440 


gacgaagaat 


ttgtgcagga 


acaagaatgg 


gaattgtaat 


ggtggaatat 


atattaggaa 


1500 


ctttggttca 


ttcatttgat 


tggaaattac 


caagtgaagt 


tattgagttg 


aatatggaag 


1560 


aagcttttgg 


cttagctttg 


cagaaagctg 


tccctcttga 


agctatggtt 


actccaaggt 


1620 


tacaattgga 


tgtttatgta 


ccatagctat 


agatgtgtat 


tgtgctataa 


ttgcgcatgt 


1680 


tgttggttgt 


agcatgagat 


attaaaagga 


gtacatgaag 


cgcattgcat 


gagtttaact 


1740 


tgtagctcct 


taatatttta 


ggtatttttc 


aattaataag 


ttcttgttgg 


ttgggtaaaa 


1800 


aaaaaaaaaa 


aa 










1812 



<210> 2 

<211> 506 

<212> PRT 

<213> pet\inia 

<400> 2 

Met Met Leu Leu Thr Glu Leu Gly Ala Ala Thr Ser lie Phe Leu lie 
15 10 15 



Ala His lie lie lie Ser Thr Leu lie Ser Lys Thr Thr Gly Arg His 
20 25 30 



Leu Pro Pro Gly Pro Arg Gly Trp Pro Val lie Gly Ala Leu Pro Leu 
35 40 45 



Leu Gly Ala Met Pro His Val Ser Leu Ala Lys Met Ala Lys Lys Tyr 
50 55 60 



Gly Ala lie Met Tyr Leu Lys Val Gly Thr Cys Gly Met Ala Val Ala 
65 70 75 80 



Ser Thr Pro Asp Ala Ala Lys Ala Phe Leu Lys Thr Leu Asp lie Asn 
85 90 95 



2 



Phe Ser Asn Arg Pro Pro Asn Ala Gly Ala Thr His Leu Ala Tyr Asn 
100 105 110 



Ala Gin Asp Met Val Phe Ala His Tyr Gly Pro Arg Trp Lys Leu Leu 
115 120 125 



Arg Lys Leu Ser Asn Leu His Met Leu Gly Gly Lys Ala Leu Glu Asn 
130 135 140 



Trp Ala Asn Val Arg Ala Asn Glu Leu Gly His Met Leu Lys Ser Met 
145 150 155 160 



Ser Asp Met Ser Arg Glu Gly Gin Arg Val Val Val Ala Glu Met Leu 
165 170 175 



Thr Phe Ala Met Ala Asn Met lie Gly Gin Val Met Leu Ser Lys Arg 
180 185 190 



Val Phe Val Asp Lys Gly Val Glu Val Asn Glu Phe Lys Asp Met Val 
195 200 205 



Val Glu Leu Met Thr lie Ala Gly Tyr Phe Asn lie Gly Asp Phe lie 

210 215 220 



Pro Cys Leu Ala Trp Met Asp Leu Gin Gly lie Glu Lys Arg Met Lys 
225 230 235 240 



;^g Leu His Lys Lys Phe Asp Ala Leu Leu Thr Lys Met Phe Asp Glu 
245 250 255 



His Lys Ala Thr Thr Tyr Glu Arg Lys Gly Lys Pro Asp Phe Leu Asp 
260 265 270 



Val Val Met Glu Asn Gly Asp Asn Ser Glu Gly Glu Arg Leu Ser Thr 
275 280 285 



Thr Asn lie Lys Ala Leu Leu Leu Asn Leu Phe Thr Ala Gly Thr Asp 
290 295 300 



Thr Ser Ser Ser Ala lie Glu Trp Ala Leu Ala Glu Met Met Lys Asn 
305 310 315 320 



3 



Pro Ala lie Leu Lys Lys Ala Gin Ala Glu Met Asp Gin Val lie Gly 
325 330 335 



Arg Asn Arg Arg Leu Leu Glu Ser Asp lie Pro Asn Leu Pro Tyr Leu 
340 345 350 



Arg Ala lie Cys Lys Glu Thr Phe Arg Lys His Pro Ser Thr Pro Leu 
355 360 365 



Asn Leu Pro Arg lie Ser Asn Glu Pro Cys lie Val Asp Gly Tyr Tyr 
370 375 380 



lie Pro Lys Asn Thr Arg Leu Ser Val Asn lie Trp Ala lie Gly Arg 
385 390 395 400 



Asp Pro Gin Val Trp Glu Asn Pro Leu Glu Phe Asn Pro Glu Arg Phe 
405 410 415 



Leu Ser Gly Arg Asn Ser Lys lie Asp Pro Arg Gly Asn Asp Phe Glu 
420 425 430 



Leu lie Pro Phe Gly Ala Gly Arg Arg lie Cys Ala Gly Thr Arg Met 
435 440 445 



Gly lie Val Met Val Glu Tyr lie Leu Gly Thr Leu Val His Ser Phe 
450 455 460 



Asp Trp Lys Leu Pro Ser Glu Val lie Glu Leu Asn Met Glu Glu Ala 
465 470 475 480 



Phe Gly Leu Ala Leu Gin Lys Ala Val Pro Leu Glu Ala Met Val Thr 
485 490 495 



Pro Arg Leu Gin Leu Asp Val Tyr Val Pro 
500 505 



<210> 3 

<211> 1756 

<212> DNA 

<213> petunia 

<400> 3 

ttgaatccag ctctatctgg ctttagacaa tggtgctact tagtgagctt gctgcagcaa 60 
ccttaatctt tctaacaaca catatcttca tttcaactct tctttctata actaacggcc 120 



4 



ggcgtctccc 


Qccacrcracca 


aaacrcrGrtacrc 




agcacttcca 


cttttaqcraq 


180 


ccatgccaca 


tgtttcctta 


gctaaaatgg 


caaaaaaata 


tggagcaatc 


atgtatctca 


240 


aagt t ggaac 


Qtcrtcrcrcatcr 


gtagttgctt 


ctacccctga 


tgctgctaaa 


qcqttcttqa 


300 


aaacacttga 


tctcaacttc 


tccaatcgtc 


cacctaatgc 


aggtgccacc 


cacttagcct 


360 


atcrcrtQCtca 


agacatggtt 


tttgcacatt 


atggaccaag 


atggaagttg 


ctaaggaaat 


420 


taagcaactt 


acatatgcta 


3 9 9 3 9 9 9 


ccttagaaaa 


ttgggcaaat 


gttcgtgcca 


480 


ataacrctagQ 


acacatgcta 


aaatcgatgt 


ttgatatgag 


cagagaaggg 


gagagagttg 


540 


tacrtaaccrcra 


qatqttaaca 


tttgccatgg 


cgaatatgat 


cqqacaqqtq 

^39'*"^'^99 *'3 


atacttagca 


600 


aaagag t a 1 1 


tgtaaataaa 


qqtqttqaqq 

33 *'3 *^*'3*^33 


taaatgaatt 


taaggacatg 


qtqqtaqaqt 

3 *'33 '-'^j'^Zi ^ 


660 


taatgacaac 


aQcaQcrcrtat. 


tttaacattg 


gtgattttat 


tccttgttta 


QC t tqqat QQ 


720 


atttacaagg 


gatagaaaaa 


ggaatgaaac 


gtttacataa 


gaagtttgat 


gctttattga 


780 


caaagatigtt 


t ga t gaac a c 


aaagcaacta 


gc t a t gaacg 


t aaggggaaa 


ccagattttc 


840 


ttgattgtgt 


tatggaaaat 


agggacaat t 


c t qaaqqaqa 


aaggc t cag t 


acaaccaaca 


900 


tcaaagcact 


cttgctgaat 


ttgttcacag 


ctggtacaga 


cacttcttct 


agtgcaatag 


960 


aatgggcact 


tgcagagatg 


atgaagaacc 


ctgccatttt 


aaagaaagca 


c aaggagaaa 


1020 


tggat caagt 


cattggaaac 


aataggcgtc 


t gc t cgaa t c 


ggatatccca 


aatctccctt 


1080 


acctccgagc 


aatttigcaaa 


gaaacatttc 


craaacfcaccc 


ttctacacca 


ttaaatctcc 


1140 


ctaggatctc 


gaacgaacca 


tgcattgtcg 


atggttatta 


cataccaaaa 


aacactaggc 


1200 


ttagtgttaa 


catatgggca 


at t qqaaqaq 


atcccgaagt 


1 1 gggagaac 


ccactagagt 


1260 


tttatcctga 


aaggttcttg 


ag t ggaagaa 


ac t cgaagat 


tgatcctcga 


crcrqaacqact 

J J J ****^9 w h» 


1320 


ttgaattgat 


accatttggt 


gc t ggacgaa 


gaatttgtgc 


agggacaaga 


a t crcTcraa t ccr 


1380 


taatcratcrcra 


atatatatta 


crqaactttqq 


tccattcatt 


tgattggaaa 


ttaccaagtg 


1440 


aagttattga 


gc t aaatat g 


gaagaagc 1 1 


t tggat t age 


1 1 1 gcagaaa 


gctgtccctc 


1500 


ttgaagctat 


ggttactcca 


aggctgccta 


ttgatgttta 


tgcaccttta 


get t gaaaca 


1560 


tgcctttacg 


ttggtttcag 


ttttgggtag 


tataatgttg 


tggtgtttgg 


ctatagaaat 


1620 


attaataaat 


gctagtatct 


tgaaggcgcg 


tgcaggggga 


gggggttgtc 


ttagatagta 


1680 


gtaatatgtt 


agccttcctt 


ttatttcttg 


tgattgtgag 


aatcttgata 


tgttttcttg 


1740 


gaaaaaaaaa 


aaaaaa 










1756 



<210> 4 
<211> 508 



5 



<212> PRT 
<213> petunia 

<400> 4 

Met Val Leu Leu Ser Glu Leu Ala Ala Ala Thr Leu lie Phe Leu Thr 
15 10 15 



Thr His lie Phe lie Ser Thr Leu Leu Ser lie Thr Asn Gly Arg Arg 
20 25 30 



Leu Pro Pro Gly Pro Arg Gly Trp Pro Val lie Gly Ala Leu Pro Leu 
35 40 45 



Leu Gly Ala Met Pro His Val Ser Leu Ala Lys Met Ala Lys Lys Tyr 
50 55 60 



Gly Ala lie Met Tyr Leu Lys Val Gly Thr Cys Gly Met Val Val Ala 
65 70 75 80 



Ser Thr Pro Asp Ala Ala Lys Ala Phe Leu Lys Thr Leu Asp Leu Asn 
85 90 95 



Phe Ser Asn Arg Pro Pro Asn Ala Gly Ala Thr His Leu Ala Tyr Gly 
100 105 110 



Ala Gin Asp Met Val Phe Ala His Tyr Gly Pro Arg Trp Lys Leu Leu 
115 120 125 



Arg Lys Leu Ser Asn Leu His Met Leu Gly Gly Lys Ala Leu Glu Asn 
130 135 140 



Trp Ala Asn Val Arg Ala Asn Glu Leu Gly His Met Leu Lys Ser Met 
145 150 155 160 



Phe Asp Met Ser Arg Glu Gly Glu Arg Val Val Val Ala Glu Met Leu 
165 170 175 



Thr Phe Ala Met Ala Asn Met lie Gly Gin Val lie Leu Ser Lys Arg 
180 185 190 



Val Phe Val Asn Lys Gly Val Glu Val Asn Glu Phe Lys Asp Met Val 
195 200 205 



Val Glu Leu Met Thr Thr Ala Gly Tyr Phe Asn lie Gly Asp Phe lie 
210 215 220 



6 



Pro Cys Leu Ala Trp Met Asp Leu Gin Gly lie Glu Lys Gly Met Lys 
225 230 235 240 



Arg Leu His Lys Lys Phe Asp Ala Leu Leu Thr Lys Met Phe Asp Glu 
245 250 255 



His Lys Ala Thr Ser Tyr Glu Arg Lys Gly Lys Pro Asp Phe Leu Asp 
260 265 270 



Cys Val Met Glu Asn Arg Asp Asn Ser Glu Gly Glu Arg Leu Ser Thr 
275 280 285 



Thr Asn lie Lys Ala Leu Leu Leu Asn Leu Phe Thr Ala Gly Thr Asp 
290 295 300 



Thr Ser Ser Ser Ala lie Glu Trp Ala Leu Ala Glu Met Met Lys Asn 
305 310 315 320 



Pro Ala lie Leu Lys Lys Ala Gin Gly Glu Met Asp Gin Val lie Gly 
325 330 335 



Asn Asn Arg Arg Leu Leu Glu Ser Asp lie Pro Asn Leu Pro Tyr Leu 
340 345 350 



Arg Ala lie Cys Lys Glu Thr Phe Arg Lys His Pro Ser Thr Pro Leu 
355 360 365 



Asn Leu Pro Arg lie Ser Asn Glu Pro Cys lie Val Asp Gly Tyr Tyr 
370 375 380 



lie Pro Lys Asn Thr Arg Leu Ser Val Asn lie Trp Ala lie Gly Arg 
385 390 395 400 



Asp Pro Glu Val Trp Glu Asn Pro Leu Glu Phe Tyr Pro Glu Arg Phe 
405 410 415 



Leu Ser Gly Arg Asn Ser Lys lie Asp Pro Arg Gly Asn Asp Phe Glu 
420 425 430 



Leu lie Pro Phe Gly Ala Gly Arg Arg lie Cys Ala Gly Thr Arg Met 
435 440 445 



7 



Gly He Val Met Val Glu Tyr He Leu Gly Thr Leu Val His Ser Phe 
450 455 460 



Asp Trp Lys Leu Pro Ser Glu Val He Glu Leu Asn Met Glu Glu Ala 
465 470 475 480 

Phe Gly Leu Ala Leu Gin Lys Ala Val Pro Leu Glu Ala Met Val Thr 
485 490 495 

Pro Arg Leu Pro He Asp Val Tyr Ala Pro Leu Ala 
500 505 

<210> 5 
<211> 2934 
<212> DNA 
<213> rosa 

<400> 5 
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o.g cgoagaag 


acaaaccuga 


cgguaagagc 


ggcgagaacg 




cagttgatct 


ggctaatcat 


ggcatggctc 


gaactgattt 


ttgtcagata 


acagaagaga 


300 


ttgagaatgg 


agtagtcatc 


actgagatga 


gcaacattgc 


caaccctgat 


aaaactgata 


360 


ttccaaacgg 


ggtgcctcaa 


aatgagactg 


atgatggatt 


taataacact 


caggatgatg 


420 


ctaatacaaa 


ggaagtgaca 


gaagagaatt 


ctgacagacg 


tgcgaaggaa 


gtgacagaag 


480 


agaattctga 


caaagatgtt 


ttgaagaata 


tccttgaatt 


ctcacgtgct 


tcttctgtgg 


540 


tggattttga 


aattccagtg 


ttggatgtga 


aatttacttc 


tcttgaaagt 


tgcagtgcca 


600 


cttgttctct 


tgcagccctt 


ttgtctgaat 


cgccggaatc 


aatgactgaa 


gcaccttgtg 


660 


tgaggcaaat 


tgatgatgtg 


cccccggttg 


gtgaggagtc 


tagcttgatt 


ttggtggaag 


720 


atcgggagcc 


ggttggtcct 


actcctgatg 


gtaatttttc 


tgtggatatg 


gattactata 


780 


gtgtagcaga 


acctttgagc 


acatgggatg 


cgaatctgca 


gtgtgaaaca 


tcaaatagcc 


840 


atgagacttt 


tgctgcaagt 


ctcatttgat 


agcttctgtg 


ttaataactt 


tgttagtctg 


900 


tacataaatt 


tgtctagaca 


agaattggtc 


gtgtactatc 


gtgtgttttt 


gccgtgcttt 


960 


agtactcatg 


aaccaattca 


gagaaaactg 


gctgcatatt 


ttgaggagtc 


tctgaattct 


1020 


tcaatgctca 


actggtatgc 


atgtaggtgg 


catatcactt 


cagggattct 


tctattcttt 


1080 


aactttacgc 


atcttgacat 


tttgtatata 


acaaaatcag 


gtctattggg 


tgaaagtaat 


1140 
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tggctagaat 


ggaaagctct 


acggttttac 


cgcaggtcaa 


ttttcatagc 


tccacaagtg 


1200 


aattgaaaat 


gctcataggc 


tttatgtttg 


tcctccacct 


ctggcgacga 


tgtttgttgg 


1260 


ggagttaact 


caaacctacc 


accaaactcg 


aacccatctt 


ccataattta 


taatacaaat 


1320 


ttgcgatcat 


ttgttcatcc 


aattattgtg 


acactcggct 


accacccaaa 


atatcggtca 


1380 


cagacccaaa 


cgtattgtca 


caacaaatcg 


tgtctctcgc 


attaaacaca 


gctagaaaga 


1440 


agagttgaac 


ccacaattcg 


agcacccact 


acctatgtac 


gaagtcatga 


gttcgagtca 


1500 


ccataggggt 


agaagtgaaa 


tcatttgatc 


atctttaaag 


aaataaaagg 


aagagttgaa 


1560 


cccacaattg 


gctcttgtcc 


caaaaagaac 


taatagttca 


gtgcaccgac 


gtgtatttgc 


1620 


accgacataa 


atggattgtt 


agattatatt 


aaatacactc 


ttaggttatt 


aataaaaata 


1680 


ttaattataa 


atatcaaaag 


ttgagatcat 


cttataaatg 


ttgggtcagt 


tacaccgtcg 


1740 


gtgcatagaa 


taatttccaa 


actatataat 


agccttcatt 


ttctgattta 


gctcatggga 


1800 


catgattgct 


ataaataatt 


gtactcgtag 


aggcatactt 


gtgtcttttt 


atacagttgt 


1860 


actgaagctc 


agaaaagttt 


atgaaggtga 


gaactgagaa 


gggcaaggca 


tttggtagtt 


1920 


gaggtatatg 


agagcatgaa 


ccccatgcat 


tgcagctacc 


acctctcttt 


tttccttctt 


1980 


cccatacaaa 


taaaaccaac 


tcttctcacc 


taagtctatc 


atctttattt 


atggcagctc 


2040 


ttgcttaatt 


agctcatcta 


tattatatta 


tttatctata 


atatgtgtca 


ctctgtctac 


2100 


ctaccagccc 


aaaataaaac 


tgataatagt 


caatttgatg 


atattttttg 


ttttttgttt 


2160 


tgttttgtct 


tttttgtatt 


gattttttta 


aaattaaaat 


gacttcattt 


tttgtttttg 


2220 


tttttttttc 


tatttttttt 


tatagaaaaa 


ttggcaaact 


ttcattatct 


gttattgatg 


2280 


acaattaagc 


cattaaaacc 


tataattaat 


tatctttcaa 


ttcgagtaaa 


tttaaaacgg 


2340 


tgtaaaatta 


aaatatgatc 


gtattcttaa 


atgaataaaa 


ctcacttaat 


aatagtaata 


2400 


cttgaatcac 


atctacgaac 


atagattctt 


ttcatccagt 


ctaaccatgt 


ttgaatatat 


2460 


agagtttgat 


tatggttatg 


tctttgtcca 


cattttggtt 


tgtaaataaa 


tgtgcaacgg 


2520 


aggtatggta 


ctgttgctct 


atcaaattca 


agtttgaatt 


aaaagaaaaa 


aaaaaagacg 


2580 


atattttgtg 


cgctttgttt 


ggtaggtaaa 


acgagagaac 


aaacgcattc 


caaatcatgc 


2640 


ggattttgat 


cggcaacaca 


caccacaaaa 


aaccgtacac 


gatgcacgtg 


ccatttgccg 


2700 


ggggtttcta 


acaaggtaat 


tgggcaggca 


cgtgatcccc 


cagctaccca 


cctctcgctt 


2760 


cccttctcaa 


actccttttc 


catgtatata 


tacaacccct 


tttctcagac 


cattatattc 


2820 


taacattttt 


gctttgctat 


tgtaacgcaa 


caaaaactgc 


tcattccatc 


cttgttcctc 


2880 



9 



cccattttga tcttctctcg acccttctcc gagatgggta ccgagctcga attc 



2934 



<210> 6 

<211> 24 

<212> DNA 

<213> petunia 

<400> 6 

gttctcgagg aaagataata caat 24 



<210> 7 

<211> 20 

<212> DNA 

<213> petunia 

<400> 7 

caagatcgta ggactgcatg 20 



<210> 8 

<211> 20 

<212> DNA 

<213> chrysanthemum 

<400> 8 



gttaaggaag 


ccatgggtgt 








20 


<210> 9 
<211> 1648 
<212> DNA 
<213> viola 










<400> 9 
agccaatatg 


gcaattccag 


tcactgacct 


tgctgtcgcg 


gttatccttt tcttgatcac 


60 


tcgcttccta 


gttcgttctc 


ttttcaagaa 


accaaccgga 


ccgctcccgc cgggtccttc 


120 


aggctggccc 


ttggtgggcg 


cgctccctct 


cctaggcgcc atgcctcacg tcacactagc 


180 


caacctcgct 


aaaaaatacg gtccgatcat gtacctaaaa atgggcacgt gcgacatggt 


240 


ggtcgcgtcc 


actcccgact 


cggctcgagc 


cttcctcaaa 


accctagacc tcaacttctc 


300 


cgaccgcccg 


cccaacgccg 


gcgccaccca 


tttggcgtac 


ggcgcgcagg acttggtctt 


360 


cgcgaagtac 


ggtccaaggt 


ggaagaccct 


aagaaaattg 


agcaacctcc acatgctagg 


420 


cgggaaggcg 


ctggacgatt 


gggctcacgt 


gagggctaac 


gagctaggcc acatgcttaa 


480 


cgccatgtgc 


gaggcgagcc 


ggtgcggaga gcccgtggtg 


ctggccgaga tgctcacgta 


540 


cgccatggcc 


aacatgatcg gtcaagtgat 


actgagtcgg 


cgcgtgttcg tcaccaaagg 


600 


gacagagtcg 


aacgagttca aagatatggt ggtcgagttg atgacttccg cggggtattt 


660 


caacattggt 


gacttcatac 


cgtcgattgc 


ttggatggat 


ttgcaaggga tcgagcgagg 


720 



10 



gatgaagaaa 


ttgcacacga 


aattcgatgt 


tttgttgacg 


aagatgatga 


aggagcacag 


780 


agcgacgagt 


catgagcgcg 


aagggaaatc 


ggatttcctc 


gacgtcctct 


tggaagaatg 


840 


cgagaataca 


aatggcgaga 


agcttaatgt 


taccaacgtc 


aaagctgtcc 


tcttgaactt 


900 


attcacggcg 


ggtacggaca 


catcttcaag 


cataatcgaa 


tgggcgttaa 


ccgaaatgat 


960 


gaagaatccg 


acgatcttaa 


aaaagaccca 


agaagagatg 


gatcgagtca 


tcggtcgcga 


1020 


tcggagattg 


ctcgaatccg 


acgtttcgaa 


actcccgtat 


ttacaagcca 


tagcgaaaga 


1080 


aacatatcgt 


aaacacccat 


cgacacctct 


aaacctgccg 


aggattgcga 


tccaagcatg 


1140 


tgaagttgat 


ggctactaca 


tccccaaaga 


cacgaggctt 


agcgtcaaca 


tttgggcgat 


1200 


cggtcgggac 


ccaagtgttt 


gggagaatcc 


atcggagttc 


tcgcctgaaa 


gattcttgtc 


1260 


tgaggagaat 


gggaagatca 


gtccaggcgg gaatgatttt 


gagctgattc 


cgtttggagc 


1320 


agggaggaga 


atttgtgctg 


ggacaaggat 


gggaatggtc 


cttgtaagtt 


atattttggg 


1380 


cactttggtc 


cattcttttg 


attggaaatt 


accaaatggg 


gtcagtgaga 


ttaacatgga 


1440 


tgagagtttt 


gggcttgcgt 


tgcaaaaggc 


cgtgcctctc 


tcggctacgg 


tcagtccacg 


1500 


attggcccca 


agcgcgtacg 


ttatatgagc 


tgatgggctg 


ggcctgagcc 


caaacatatt 


1560 


gggtgtgttt 


tatctgtaat 


ttttaatatt 


ataaagttcg 


taattttgta 


tttatggtta 


1620 


attatgagtt 


aaaaaaaaaa 


aaaaaaaa 








1648 



<210> 10 

<211> 506 

<212> PRT 

<213> viola 

<400> 10 

Met Ala lie Pro Val Thr Asp Leu Ala Val Ala Val lie Leu Phe Leu 
15 10 15 

lie Thr Arg Phe Leu Val Arg Ser Leu Phe Lys Lys Pro Thr Gly Pro 
20 25 30 

Leu Pro Pro Gly Pro Ser Gly Trp Pro Leu Val Gly Ala Leu Pro Leu 
35 40 45 

Leu Gly Ala Met Pro His Val Thr Leu Ala Asn Leu Ala Lys Lys Tyr 
50 55 60 

Gly Pro lie Met Tyr Leu Lys Met Gly Thr Cys Asp Met Val Val Ala 
65 70 75 80 



11 



Ser Thr Pro Asp Ser Ala Arg Ala Phe Leu Lys Thr Leu Asp Leu Asn 
85 90 95 



Phe Ser Asp Arg Pro Pro Asn Ala Gly Ala Thr His Leu Ala Tyr Gly 
100 105 110 



Ala Gin Asp Leu Val Phe Ala Lys Tyr Gly Pro Arg Trp Lys Thr Leu 
115 120 125 



Arg Lys Leu Ser Asn Leu His Met Leu Gly Gly Lys Ala Leu Asp Asp 
130 135 140 



Trp Ala His Val Arg Ala Asn Glu Leu Gly His Met Leu Asn Ala Met 
145 150 155 160 



Cys Glu Ala Ser Arg Cys Gly Glu Pro Val Val Leu Ala Glu Met Leu 
165 170 175 



Thr Tyr Ala Met Ala Asn Met lie Gly Gin Val lie Leu Ser Arg Arg 
180 185 190 



Val Phe Val Thr Lys Gly Thr Glu Ser Asn Glu Phe Lys Asp Met Val 
195 200 205 



Val Glu Leu Met Thr Ser Ala Gly Tyr Phe Asn lie Gly Asp Phe lie 
210 215 220 



Pro Ser lie Ala Trp Met Asp Leu Gin Gly lie Glu Arg Gly Met Lys 
225 230 235 240 



Lys Leu His Thr Lys Phe Asp Val Leu Leu Thr Lys Met Met Lys Glu 
245 250 255 



His Arg Ala Thr Ser His Glu Arg Glu Gly Lys Ser Asp Phe Leu Asp 
260 265 270 



Val Leu Leu Glu Glu Cys Glu Asn Thr Asn Gly Glu Lys Leu Asn Val 
275 280 285 



Thr Asn Val Lys Ala Val Leu Leu Asn Leu Phe Thr Ala Gly Thr Asp 
290 295 300 



Thr Ser Ser Ser lie lie Glu Trp Ala Leu Thr Glu Met Met Lys Asn 

12 



305 



310 



315 



320 



Pro Thr lie Leu Lys Lys Thr Gin Glu Glu Met Asp Arg Val lie Gly 
325 330 335 



Arg Asp Arg Arg Leu Leu Glu Ser Asp Val Ser Lys Leu Pro Tyr Leu 
340 345 350 



Gin Ala lie Ala Lys Glu Thr Tyr Arg Lys His Pro Ser Thr Pro Leu 
355 360 365 



Asn Leu Pro Arg lie Ala lie Gin Ala Cys Glu Val Asp Gly Tyr Tyr 
370 375 380 



lie Pro Lys Asp Thr Arg Leu Ser Val Asn lie Trp Ala lie Gly Arg 
385 390 395 400 



Asp Pro Ser Val Trp Glu Asn Pro Ser Glu Phe Ser Pro Glu Arg Phe 
405 410 415 



Leu Ser Glu Glu Asn Gly Lys lie Ser Pro Gly Gly Asn Asp Phe Glu 
420 425 430 



Leu lie Pro Phe Gly Ala Gly Arg Arg lie Cys Ala Gly Thr Arg Met 
435 440 445 



Gly Met Val Leu Val Ser Tyr lie Leu Gly Thr Leu Val His Ser Phe 
450 455 460 



Asp Trp Lys Leu Pro Asn Gly Val Ser Glu lie Asn Met Asp Glu Ser 
465 470 475 480 



Phe Gly Leu Ala Leu Gin Lys Ala Val Pro Leu Ser Ala Thr Val Ser 
485 490 495 



Pro Arg Leu Ala Pro Ser Ala Tyr Val lie 
500 505 



<210> 


11 


<211> 


1782 


<212> 


DNA 


<213> 


viola 


<220> 




<221> 


misc : 


<222> 


(307) 



13 



<223> n = 



any nucleotide 



<400> 11 
bgacaacatg 


gcaattctag 


tcaccgactt 


cgttgtcgcg 


gctataattt 


tcttgatcac 


60 


tcggttctta 


gttcgttctc 


ttttcaagaa 


accaacccga 


ccgctccccc 


cgggtcctct 


120 


cggttggccc 


ttggtgggcg 


ccctccctct 


cctaggcgcc 


atgcctcacg 


tcgcactagc 


180 


caaactcgct 


aagaagtatg 


gtccgatcat 


gcacctaaaa 


atgggcacgt 


gcgacatggt 


240 


ggtcgcgtcc 


acccccgagt 


cggctcgagc 


cttcctcaaa 


acgctagacc 


tcaacttctc 


300 


caaccgncca 


cccaacgcgg 


gcgcatccca 


cctagcgtac 


ggcgcgcagg 


acttagtctt 


360 


cgccaagtac 


ggtccgaggt 


ggaagacttt 


aagaaaattg 


agcaacctcc 


acatgctagg 


420 


cgggaaggcg 


ttggatgatt 


gggcaaatgt 


gagggtcacc 


gagctaggcc 


acatgcttaa 


480 


agccatgtgc 


gaggcgagcc 


ggtgcgggga 


gcccgtggtg 


ctggccgaga 


tgctcacgta 


540 


cgccatggcg 


aacatgatcg 


gtcaagtgat 


actcagccgg 


cgcgtgttcg 


tgaccaaagg 


600 


gaccgagtct 


aacgagttca 


aagacatggt 


ggtcgagttg 


atgacgtccg 


ccgggtactt 


660 


caacatcggt 


gacttcatac 


cctcgatcgc 


ttggatggat 


ttgcaaggga 


tcgagcgagg 


720 


gatgaagaag 


ctgcacacga 


agtttgatgt 


gttattgacg 


aagatggtga 


aggagcatag 


780 


agcgacgagt 


catgagcgca 


aagggaaggc 


agatttcctc 


gacgttctct 


tggaagaatg 


840 


cgacaataca 


aatggggaga 


agcttagtat 


taccaatatc 


aaagctgtcc 


ttttgaatct 


900 


attcacggcg 


ggcacggaca 


catcttcgag 


cataatcgaa 


tgggcgttaa 


cggagatgat 


960 


caagaatccg 


acgatcttaa 


aaaaggcgca 


agaggagatg 


gatcgagtca 


tcggtcgtga 


1020 


tcggaggctg 


ctcgaatcgg 


acatatcgag 


cctcccgtac 


ctacaagcca 


ttgctaaaga 


1080 


aacgtatcgc 


aaacacccgt 


cgacgcctct 


caacttgccg 


aggattgcga 


tccaagcatg 


1140 


tgaagttgat 


ggctactaca 


tccctaagga 


cgcgaggctt 


agcgtgaaca 


tttgggcgat 


1200 


cggtcgggac 


ccgaatgttt 


gggagaatcc 


gttggagttc 


ttgccggaaa 


gattcttgtc 


1260 


tgaagagaat 


gggaagatca 


atcccggtgg 


gaatgatttt 


aagctgattc 


cgtttggagc 


1320 


cgggaggaga 


atttgtgcgg 


ggacaaggat 


gggaatggtc 


cttgtaagtt 


atattttggg 


1380 


cactttggtc 


cattcttttg 


attggaaatt 


accaaatggt 


gtcgctgagc 


ttaatatgga 


1440 


tgaaagtttt 


gggcttgcat 


tgcaaaaggc 


cgtgccgctc 


tcggccttgg 


tcagcccacg 


1500 


gttggcctca 


aacccgtacg 


caacctgagc 


taatgggctg 


ggcctagttt 


tgtgggccct 


1560 


aatttagaga 


cttttgtgtt 


ttaaggtgtg 


tactttatta 


attgggtgct 


taaatgtgtg 


1620 


ttttaatttg 


tatttatggt 


taattatgac 


tttattgtat 


aattatttat 


ttttcccttc 


1680 



14 



tgggtatttt atccatttaa tttttcttca gaattatgat catagttatc agaataaaat 1740 
tgaaaataat gaatcggaaa aaaaaaaaaa aaaaaaaaaa aa 1782 



<210> 12 

<211> 506 

<212> PRT 

<213> viola 

<400> 12 

Met Ala lie Leu Val Thr Asp Phe Val Val Ala Ala lie lie Phe Leu 
15 10 15 



lie Thr Arg Phe Leu Val Arg Ser Leu Phe Lys Lys Pro Thr Arg Pro 
20 25 30 



Leu Pro Pro Gly Pro Leu Gly Trp Pro Leu Val Gly Ala Leu Pro Leu 
35 40 45 



Leu Gly Ala Met Pro His Val Ala Leu Ala Lys Leu Ala Lys Lys Tyr 
50 55 60 



Gly Pro He Met His Leu Lys Met Gly Thr Cys Asp Met Val Val Ala 
65 70 75 80 



Ser Thr Pro Glu Ser Ala Arg Ala Phe Leu Lys Thr Leu Asp Leu Asn 
85 90 95 



Phe Ser Asn Arg Pro Pro Asn Ala Gly Ala Ser His Leu Ala Tyr Gly 
100 105 110 



Ala Gin Asp Leu Val Phe Ala Lys Tyr Gly Pro Arg Trp Lys Thr Leu 
115 120 125 



Arg Lys Leu Ser Asn Leu His Met Leu Gly Gly Lys Ala Leu Asp Asp 
130 135 140 



Trp Ala Asn Val Arg Val Thr Glu Leu Gly His Met Leu Lys Ala Met 
145 150 155 160 



Cys Glu Ala Ser Arg Cys Gly Glu Pro Val Val Leu Ala Glu Met Leu 
165 170 175 



Thr Tyr Ala Met Ala Asn Met He Gly Gin Val He Leu Ser Arg Arg 
180 185 190 



15 



Val Phe Val Thr Lys Gly Thr Glu Ser Asn Glu Phe Lys Asp Met Val 
195 200 205 



Val Glu Leu Met Thr Ser Ala Gly Tyr Phe Asn lie Gly Asp Phe lie 
210 215 220 



Pro Ser lie Ala Trp Met Asp Leu Gin Gly lie Glu Arg Gly Met Lys 
225 230 235 240 



Lys Leu His Thr Lys Phe Asp Val Leu Leu Thr Lys Met Val Lys Glu 
245 250 255 



His Arg Ala Thr Ser His Glu Arg Lys Gly Lys Ala Asp Phe Leu Asp 
260 265 270 



Val Leu Leu Glu Glu Cys Asp Asn Thr Asn Gly Glu Lys Leu Ser lie 
275 280 285 



Thr Asn lie Lys Ala Val Leu Leu Asn Leu Phe Thr Ala Gly Thr Asp 
290 295 300 



Thr Ser Ser Ser lie lie Glu Trp Ala Leu Thr Glu Met lie Lys Asn 
305 310 315 320 



Pro Thr lie Leu Lys Lys Ala Gin Glu Glu Met Asp Arg Val lie Gly 
325 330 335 



Arg Asp Arg Arg Leu Leu Glu Ser Asp lie Ser Ser Leu Pro Tyr Leu 
340 345 350 



Gin Ala lie Ala Lys Glu Thr Tyr Arg Lys His Pro Ser Thr Pro Leu 
355 360 365 



Asn Leu Pro Arg lie Ala lie Gin Ala Cys Glu Val Asp Gly Tyr Tyr 
370 375 380 



lie Pro Lys Asp Ala Arg Leu Ser Val Asn lie Trp Ala lie Gly Arg 
385 390 395 400 



Asp Pro Asn Val Trp Glu Asn Pro Leu Glu Phe Leu Pro Glu Arg Phe 
405 410 415 



Leu Ser Glu Glu Asn Gly Lys lie Asn Pro Gly Gly Asn Asp Phe Lys 

16 



420 



425 



430 



Leu lie Pro Phe Gly Ala Gly Arg Arg lie Cys Ala Gly Thr Arg Met 
435 440 445 

Gly Met Val Leu Val Ser Tyr lie Leu Gly Thr Leu Val His Ser Phe 
450 455 460 

Asp Trp Lys Leu Pro Asn Gly Val Ala Glu Leu Asn Met Asp Glu Ser 
465 470 475 480 

Phe Gly Leu Ala Leu Gin Lys Ala Val Pro Leu Ser Ala Leu Val Ser 
485 490 495 

Pro Arg Leu Ala Ser Asn Pro Tyr Ala Thr 



<210> 13 
<211> 1659 

<212> DNA 
<213> salvia 

<400> 13 

catggaagcc caagaaaata tgttgttgat tgctagggca cttgttgtag catccttact 60 

ctacattttg atccgtatgt ttatctcaaa attgagcacc accggccacc ctctgccccc 120 

ggggccgagg ggctttctag tggtgggctc ccttcccttg ctgggcgaca tgccacatgt 180 

cgccctagca aaaatggcca aaacttacgg cccgatcatg tacttgaaaa tgggcacagt 240 

cggcatggtc gtggcgtcca cgccagacgc ggcgcgggcg ttcctaaaaa cccacgacgc 300 

taatttctcg aaccggccgg tcaacgcggg tgccaccatc ctggcataca atgcccagga 360 

catggtgttt gccccgtacg gccccaagtg gagactgctg aggaagctga gcagtctcca 420 

catgctgggg agcaaggccc tggaggagtg ggctgacgtc cggacctcgg aggtggggca 480 

catgctggcg gcgatgcacg aggccagccg cctgggcgag gccgtggggt tgccggagat 540 

gctggtgtac gcgacggcga acatgatcgg gcaggtgata ttgagccgga gagttttcgt 600 

gacgaaaggg aaggagatga atgaattcaa ggaaatggtg gtggagctca tgaccacagc 660 

tggctatttc aacattggtg atttcattcc atggcttgct tggatggatt tgcaggggat 720 

tgagagaggg atgaagaaac tgcacaagaa gtgggaccgc ttgatcggta agatgctgga 78 0 

tgatcgattg aaatcaacct acaaacgcaa cgacaagcca gatcttcttg attctctctt 840 

ggcaaatcat gatgatgaga gtaaggatga tgatgaggat tgcaagctca ccaccaccaa 900 

17 



tattaaagcc 


cttttactga 


atttatttac 


tgcagggaca 


gacacatcgt 


cgagcataat 


960 


agaatgggca 


ttagcggaga 


tgatcaagaa 


tccaagcatc 


caaaaaaggg ctcaccaaga 


1020 


gatggacaga 


gtcatcggga 


gagagcggcg 


tttgctcgaa 


tccgacatcc 


caaatctgcc 


1080 


atacctcaaa 


gccatatgca 


aagaggcata 


ccgaaaacac 


ccttccacgc 


cactaaacct 


1140 


gcctcggatc 


tccacggatg 


catgcgtcgt 


cgatggctac 


cacatcccca 


agaacacgag 


1200 


gttgagcgtc 


aacatctggg 


ccataggccg 


agatcccgac 


gtttgggaga 


atccccttga 


1260 


cttcaaccct 


gacaggttta 


tgtcagggtt 


gcagggqatt 


gagcccggag 


ggaatcactt 


1320 


cgagctcatt 


ccctttggqg 


ccrcicrcrccrcaQ 


cratctcfcacc 






1380 


aatagtggag 


tatttgctgg 


cgacactcgt 


gcactctttc 


gaatgggatt 


tgccggccgg 


1440 


ctcagcggag 


atggacatgg 


aggaggtgtt 


cgggctggcc 


ttgcagaaag 


ctgtaccact 


1500 


tgctgctagg 


ctcactccta 


ggttgccttc 


acattgctat 


gcacctcctt 


ctatttaatt 


1560 


tgcatattta 


catatgttgt 


gttacattga 


gcctttgcat 


atgttgtatc 


caacctatct 


1620 


tataacttgt 


gcatgaaatt 


gaaaaaaaaa 


aaaaaaaaa 






1659 



<210> 14 

<211> 520 

<212> PRT 

<213> salvia 

<400> 14 

Gly Thr Ser Met Glu Ala Gin Glu Asn Met Leu Leu lie Ala Arg Ala 
15 10 15 

Leu Val Val Ala Ser Leu Leu Tyr lie Leu lie Arg Met Phe lie Ser 
20 25 30 

Lys Leu Ser Thr Thr Gly His Pro Leu Pro Pro Gly Pro Arg Gly Phe 
35 40 45 

Leu Val Val Gly Ser Leu Pro Leu Leu Gly Asp Met Pro His Val Ala 
50 55 60 

Leu Ala Lys Met Ala Lys Thr Tyr Gly Pro lie Met Tyr Leu Lys Met 
65 70 75 80 

Gly Thr Val Gly Met Val Val Ala Ser Thr Pro Asp Ala Ala Arg Ala 
85 90 95 

Phe Leu Lys Thr His Asp Ala Asn Phe Ser Asn Arg Pro Val Asn Ala 

18 



100 



105 



110 



Gly Ala Thr lie Leu Ala Tyr Asn Ala Gin Asp Met Val Phe Ala Pro 
115 120 125 



Tyr Gly Pro Lys Trp Arg Leu Leu Arg Lys Leu Ser Ser Leu His Met 
130 135 140 



Leu Gly Ser Lys Ala Leu Glu Glu Trp Ala Asp Val Arg Thr Ser Glu 
145 150 155 160 



Val Gly His Met Leu Ala Ala Met His Glu Ala Ser Arg Leu Gly Glu 
165 170 175 



Ala Val Gly Leu Pro Glu Met Leu Val Tyr Ala Thr Ala Asn Met He 
180 185 190 



Gly Gin Val He Leu Ser Arg Arg Val Phe Val Thr Lys Gly Lys Glu 
195 200 205 



Met Asn Glu Phe Lys Glu Met Val Val Glu Leu Met Thr Thr Ala Gly 
210 215 220 



Tyr Phe Asn He Gly Asp Phe He Pro Trp Leu Ala Trp Met Asp Leu 
225 230 235 240 



Gin Gly He Glu Arg Gly Met Lys Lys Leu His Lys Lys Trp Asp Arg 
245 250 255 



Leu He Gly Lys Met Leu Asp Asp Arg Leu Lys Ser Thr Tyr Lys Arg 
260 265 270 



Asn Asp Lys Pro Asp Leu Leu Asp Ser Leu Leu Ala Asn His Asp Asp 
275 280 285 



Glu Ser Lys Asp Asp Asp Glu Asp Cys Lys Leu Thr Thr Thr Asn He 
290 295 300 



Lys Ala Leu Leu Leu Asn Leu Phe Thr Ala Gly Thr Asp Thr Ser Ser 
305 310 315 320 



Ser He He Glu Trp Ala Leu Ala Glu Met He Lys Asn Pro Ser He 
325 330 335 



19 



Gin Lys Arg Ala His Gin Glu Met Asp Arg Val lie Gly Arg Glu Arg 
340 345 350 



Arg Leu Leu Glu Ser Asp lie Pro Asn Leu Pro Tyr Leu Lys Ala lie 
355 360 365 



Cys Lys Glu Ala Tyr Arg Lys His Pro Ser Thr Pro Leu Asn Leu Pro 
370 375 380 



Arg lie Ser Thr Asp Ala Cys Val Val Asp Gly Tyr His lie Pro Lys 
385 390 395 400 



Asn Thr Arg Leu Ser Val Asn lie Trp Ala lie Gly Arg Asp Pro Asp 
405 410 415 



Val Trp Glu Asn Pro Leu Asp Phe Asn Pro Asp Arg Phe Met Ser Gly 
420 425 430 



Leu Gin Gly lie Glu Pro Gly Gly Asn His Phe Glu Leu lie Pro Phe 
435 440 445 



Gly Ala Gly Arg Arg lie Cys Ala Gly Ser Arg Met Gly lie Val He 
450 455 460 



Val Glu Tyr Leu Leu Ala Thr Leu Val His Ser Phe Glu Trp Asp Leu 
465 470 475 480 



Pro Ala Gly Ser Ala Glu Met Asp Met Glu Glu Val Phe Gly Leu Ala 
485 490 495 



Leu Gin Lys Ala Val Pro Leu Ala Ala Arg Leu Thr Pro Arg Leu Pro 
500 505 510 



Ser His Cys Tyr Ala Pro Pro Ser 

520 





515 


<210> 


15 


<211> 


1617 


<212> 


DNA 


<213> 


salvia 


<400> 


15 



agatagtaag catggaagcc caagaaaata tgttgttgat tgctagggca cttgttgtag 
catccttact ctacattttg atccgtatgt ttatctcaaa attgagcacc cccggccacc 



20 



ctctgccccc 


QQQQc ccracrcr 


crcrctttccacr 


t qq t qqqc t c 


ccttcccttg 


c t ocrcrca'a ca 

» 3 3 ^3 ^"W^" 


180 


tgccacatg^t 


tgccctagca 


aaaatggcca 


aaac 1 1 a t gg 


cccgatcatg 


tacttgaaaa 


240 


taacrcacaat 


cacfcataatc 


Qtcraccrtcca 


cgccagacgc 


crcrccrccrcrcrccr 

3 3*^3 ^3 3 3*^3 


ttcctaaaaa 


300 


cccaggacgc 


taatttctct 


aaccQcicccrq 


tcaacqcqqq 


tgccaccatc 


ctcrcrcataca 


360 


atacccacrcra 


catggtgttt 


gccccgtacg 


qccccaaqtq 


craqattqctcr 

3 **3 3 3 


acrcraacctcra 


420 


gcagtctcca 


catcrctcrcrQcr 

w ^3 33 3 


agcaaggccc 


tqqaqqaqtq 

^33^33**3 ^3 


ggc cgacgt c 


cccracctca'a' 


480 


acTQtcrcrcrcrca 


catcrctcrcrcQ 


QCQatcrcacq 


aqqccaqccq 

*~3 3 '^'^3 J 


cctggacgag 


qc ccr tor crcrcr t 

3*^^3 *'3333 


540 


tgccggagat 


gctcrqtqtac 


QCQacQQcqa 


acatqatcqq 


qaaqq t qat a 


1 1 qaqc ccrcra 

3 3 ^^33 


600 


cracrttttCQt 


cracQaaacrcrcr 


aacrcracratcra 


atgagttcaa 


qqaaatcrqtcr 

33 33 3 


cr t Qcracr c t c a 


660 


tgaccacagc 


tggctatttc 


aacattQQtcr 


at t teat tec 


atggcttgct 


t crora tcrcra 1 1 


720 


ticrcaorcrcrcrat 


t cracracracrcrcr 

3 **3 **3 **3 3 3 


atcraacraaac 


tQcacaacraa^ 


crt crcrcrac cere 

3 ^333^^^3^ 


t~ i~ era t" ncicit" a 


780 


acratcrctcrcra 


tgatcgattg 


aaatcaacct 


acaaaccrcaa 


caraeaacrcea 


cia t <7 1 1" c 1 1 cr 


840 


attctctctt 


ggcaaatcat 


gatgatgaga 


cr t aacrcra t era 


tcratcracrcrati 

•*3** 3 ^^3 3^^ 


tCTeaacrpt" ea 


900 


ccaccaccaa 


tattaaagcc 


ct tttactga 


atttatttac 


i~ CTPacTcrcja 


era paca t" no"!" 

CL Cl. ^ L« 


960 


cgagca t aa t 


acraatcrcrcrca 

*^3 **** 3 3 3 


c t aciccrcracia 

w ^3 33 3 


t Qa t caacra.a. 


tccaaCTcat c 


caaaaaacTcicr 


1020 


c t cac c aaga 


era t crcracacra 


cr t cat ccTcrcra 


cracracrccrcrcGr 

3 **3 **3 ^ 3 3 3 


tttoctccraa 


t cr'crar'al" no 

W y O. Cl Lp w w 


1080 

^ vi o w 


caaatctgcc 


atacct^caaa 


crccatatcrca 


aacracracata 

GLwL^ ^^3 3 


cGcraaaar*af 




1140 


cactaaacct 


cr c c t: ccrcra t c 


ti ccaccrcraticr 


catcrccrtccrt" 


ccra t* CTCTf* "h a r* 


caca ^ rTT'f a 

W CL W CL U> 1^ W W CL 


1 500 


agaacacgag 


crttcracrccrtc 


aaca t c t ggg 


c cat" acT CTC per 

Vn* wt> \^ CIA ^4 


acrat" rr'fcrap 

CLvj CL V^- \-« W ^3 


cri" 1" t" CTCTcra era 




atccccttga 


cttcaaccct 


gacaggttta 


t cr t c acroo" 1 1 


crcacTCrcrcrat" Y 

3 ^**3 333^^^ 


aacrfPfCTcr a cr 


1320 


ggaatcactt 


cgagc t cat t 


c c c 1 1 1 crcrcr a 

wv^^ ^ ^3333 


ccrcrcrcrccrcacr 

*-'3333^3^^3 


crat c t CTCCTC e 


crcrcacrcacraa 


1380 


tggggattgt 


aatagtggag 


tatttgctgg 


cgacactcgt 


gcactctttc 


gaatgggatt 


1440 


tgccagccgg 


ctcagcggag 


atggacatgg 


aggaggtgtt 


cgggctggcc 


ttgcagaaag 


1500 


ctgtaccact 


tgctgctagg 


ctcactccta 


ggttgccttc 


acattgctat 


gcacctcctt 


1560 


ctatttaatt 


tgcatattta 


tatatgttgt 


gttacattga 


aaaaaaaaaa 


aaaaaaa 


1617 



<210> 16 

<211> 518 

<212> PRT 

<213> salvia 

<400> 16 

Met Glu Ala Gin Glu Asn Met Leu Leu lie Ala Arg Ala Leu Val Val 



21 



1 



5 



10 



15 



Ala Ser Leu Leu Tyr lie Leu lie Arg Met Phe lie Ser Lys Leu Ser 
20 25 30 



Thr Pro Gly His Pro Leu Pro Pro Gly Pro Arg Gly Phe Pro Val Val 
35 40 45 



Gly Ser Leu Pro Leu Leu Gly Asp Met Pro His Val Ala Leu Ala Lys 
50 55 60 



Met Ala Lys Thr Tyr Gly Pro lie Met Tyr Leu Lys Met Gly Thr Val 
65 70 75 80 



Gly Met Val Val Ala Ser Thr Pro Asp Ala Ala Arg Ala Phe Leu Lys 
85 90 95 



Thr Gin Asp Ala Asn Phe Ser Asn Arg Pro Val Asn Ala Gly Ala Thr 
100 105 110 



lie Leu Ala Tyr Asn Ala Gin Asp Met Val Phe Ala Pro Tyr Gly Pro 
115 120 125 



Lys Tip Arg Leu Leu Arg Lys Leu Ser Ser Leu His Met Leu Gly Ser 
130 135 140 



Lys Ala Leu Glu Glu Trp Ala Asp Val Arg Thr Ser Glu Val Gly His 
145 150 155 160 



Met Leu Ala Ala Met His Glu Ala Ser Arg Leu Asp Glu Ala Val Gly 
165 170 175 



Leu Pro Glu Met Leu Val Tyr Ala Thr Ala Asn Met lie Gly Lys Val 
180 185 190 



lie Leu Ser Arg Arg Val Phe Val Thr Lys Gly Lys Glu Met Asn Glu 
195 200 205 



Phe Lys Glu Met Val Val Glu Leu Met Thr Thr Ala Gly Tyr Phe Asn 
210 215 220 



lie Gly Asp Phe lie Pro Trp Leu Ala Trp Met Asp Leu Gin Gly lie 
225 230 235 240 



22 



Glu Arg Gly Met Lys Lys Leu His Lys Lys Trp Asp Arg Leu lie Gly 
245 250 255 



Lys Met Leu Asp Asp Arg Leu Lys Ser Thr Tyr Lys Arg Asn Asp Lys 
260 265 270 



Pro Asp Leu Leu Asp Ser Leu Leu Ala Asn His Asp Asp Glu Ser Lys 
275 280 285 



Asp Asp Asp Glu Asp Cys Lys Leu Thr Thr Thr Asn lie Lys Ala Leu 
290 295 300 



Leu Leu Asn Leu Phe Thr Ala Gly Thr Asp Thr Ser Ser Ser lie lie 
305 310 315 320 



Glu Trp Ala Leu Ala Glu Met lie Lys Asn Pro Ser lie Gin Lys Arg 

325 330 335 



Ala His Gin Glu Met Asp Arg Val lie Gly Arg Glu Arg Arg Leu Leu 
340 345 350 



Glu Ser Asp lie Pro Asn Leu Pro Tyr Leu Lys Ala lie Cys Lys Glu 
355 360 365 



Ala Tyr Arg Lys His Pro Ser Thr Pro Leu Asn Leu Pro Arg lie Ser 
370 375 380 



Thr Asp Ala Cys Val Val Asp Gly Tyr His lie Pro Lys Asn Thr Arg 
385 390 395 400 



Leu Ser Val Asn lie Trp Ala He Gly Arg Asp Pro Asp Val Trp Glu 
405 410 415 



Asn Pro Leu Asp Phe Asn Pro Asp Arg Phe Met Ser Gly Leu Gin Gly 
420 425 430 



He Glu Pro Gly Gly Asn His Phe Glu Leu He Pro Phe Gly Ala Gly 
435 440 445 



Arg Arg He Cys Ala Gly Ser Arg Met Gly He Val He Val Glu Tyr 
450 455 460 



Leu Leu Ala Thr Leu Val His Ser Phe Glu Trp Asp Leu Pro Ala Gly 
465 470 475 480 



23 



Ser Ala Glu Met Asp Met Glu Glu Val Phe Gly Leu Ala Leu Gin Lys 
485 490 495 



Ala Val Pro Leu Ala Ala Arg Leu Thr Pro Arg Leu Pro Ser His Cys 
500 505 510 

Tyr Ala Pro Pro Ser lie 
515 



<210> 17 

<211> 1730 

<212> DNA 

<213> sollya 

<220> 

<221> misc_f eature 

<222> (1372) . . (1372) 

<223> n = any nucleotide 



<400> 17 



gatggctact 


accttagaat 


tcattctatg 


cttcaccatt 


actgcacttc 


cttttctata 


60 


ttgcatactt 


aacatgcgca 


tcctccttaa 


ccgtcacccg 


aggtcactcc 


caccaggtcc 


120 


aagaccatgg 


cctattgtag 


gaaacctccc 


acaccttggc 


accaagccac 


accactccat 


180 


agctgccatg 


gctcggaaat 


acggtcccct 


cctgcacctc 


cgcatgggca 


tcgtgcacgt 


240 


ggtggttgcc 


gcctctgctg 


atgtggcggc 


acagttcttg 


aagaatgatg 


ccaacttctc 


300 


tagccggcca 


ccgaattctg 


gtgctaagca 


tatggcttat 


aactatcacg 


acatggtgtt 


360 


tgcaccctac 


ggtccaaggt 


ggcgcatgtt 


gaggaaaatt 


tgtgcccttc 


atatattctc 


420 


cgctaaggct 


ctcgatgatt 


ttcatcgcgt 


gcgtgaggag 


gaggttgcca 


tactcgcgag 


480 


gaccctagca 


cacgcaggcc 


aaaagccggt 


gaatttgggg 


cagttgttct 


ctacgtgtaa 


540 


tgctaatgcg 


ctatcagtgc 


tgatgctagg 


caggaggttg 


ttcagcacag 


aagttgattc 


600 


aaaagcatat 


gatttcaaac 


aaatggtggt 


ggagctgatg 


actctagccg 


gtgagtttaa 


660 


cgtcagtgat 


ttcatcccac 


ccctcgagtg 


gctagacttg 


caaggcgtgg 


cagcgaaaat 


720 


gaagaacgtg 


cacaatcgat 


tcgatgcgtt 


tctgaatgta 


attttggagg 


agcataagct 


780 


gaaacttaat 


aatagtggac 


atggggaaca 


aaaacatatg 


gacttgttga 


gtacgttgat 


840 


tttgcttaag 


gatgatgctg 


atagtgaggg 


aggaaaactc 


actgatactg 


aaatcaaagc 


900 


gctgcttttg 


aatttgtttt 


ctgctgggac 


ggacacttca 


tccagcacaa 


tagaatgggt 


960 


tatagctgag 


cttatacgca 


atcctaaaat 


cttagcccaa 


gcccaaagag 


agttggactt 


1020 
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aatcrattcrcrt 


ccaaatagac 


ttgtaacgga 


tttggacctc 


aaacaattaa 


cctacctaca 


1080 


agccatcgtc 


aaagaaacct 


ttcggctaca 


tcctgctacc 


ccacttticac 


1 1 c cacgga t 


1140 


cgcaaccgaa 


agctgtgaaa 


tcaacQQcrtt 


ttacattcca 


aaQGrcrctcaa 


cacttctcgt 


1200 


taacatatgg 


gccataggcc 


gtgatccaaa 


cacttgggct 


gaaccattgg 


tattccgacc 


1260 


tgaacgattc 


ttatcggatg 


gtgaaagtcc 


t aa t g t tgat 


gttaaaggac 


otaattttaa 


1320 


attgatacca 


tttacrcracQcr 


ggcgaagaat 


ttcrtcrctacrcr 


atgaactttg 


gnctacgcat 


1380 


ggtccagtta 


gttactgcaa 


cgttaattca 


tgcatttaac 


t crcTQacrt: tQC 

'*3 33"*3 ^a*-* 


cacraacTQaQa 

^**3 **'-*3333** 


1440 


attgccagaa 


aatatgaata 


tgcraqqaaga 

3 3 J 3 *^3 


ctatgggatt 


agcttgcaac 


acracacrtcrcc 

3 3 **^**3 *-3 ^ ^ 


1500 


attagttgtt 


catccaaagc 


ccagactaga 


ccatgaagtt 


tatcagtccc 


atggagttgt 


1560 


aaactgagta 


cattcatgaa 


ctgacccaga 


agctgtcaga 


tgtcgtctta 


tattgcctta 


1620 


tgtagtgcga 


cccttgtgtg 


ttttttatgt 


attgttttgt 


acaaggttga 


agcccgtgcg 


1680 


gcgcatggac 


aattttataa 


gttaatttta 


ataaaaaaaa 


aaaaaaaaaa 




1730 



<210> 18 

<211> 521 

<212> PRT 

<213> sollya 

<400> 18 

Met Ala Thr Thr Leu Glu Phe lie Leu Cys Phe Thr lie Thr Ala Leu 
15 10 15 

Pro Phe Leu Tyr Cys lie Leu Asn Met Arg lie Leu Leu Asn Arg His 
20 25 30 

Pro Arg Ser Leu Pro Pro Gly Pro Arg Pro Trp Pro lie Val Gly Asn 
35 40 45 

Leu Pro His Leu Gly Thr Lys Pro His His Ser lie Ala Ala Met Ala 
50 55 60 

Arg Lys Tyr Gly Pro Leu Leu His Leu Arg Met Gly lie Val His Val 
65 70 75 80 

Val Val Ala Ala Ser Ala Asp Val Ala Ala Gin Phe Leu Lys Asn Asp 
85 90 95 

Ala Asn Phe Ser Ser Arg Pro Pro Asn Ser Gly Ala Lys His Met Ala 
100 105 110 



25 



Tyr Asn Tyr His Asp Met Val Phe Ala Pro Tyr Gly Pro Arg Trp Arg 
115 120 125 



Met Leu Arg Lys lie Cys Ala Leu His lie Phe Ser Ala Lys Ala Leu 
130 135 140 



Asp Asp Phe His Arg Val Arg Glu Glu Glu Val Ala lie Leu Ala Arg 
145 150 155 160 



Thr Leu Ala His Ala Gly Gin Lys Pro Val Asn Leu Gly Gin Leu Phe 
165 170 175 



Ser Thr Cys Asn Ala Asn Ala Leu Ser Val Leu Met Leu Gly Arg Arg 
180 185 190 



Leu Phe Ser Thr Glu Val Asp Ser Lys Ala Tyr Asp Phe Lys Gin Met 
195 200 205 



Val Val Glu Leu Met Thr Leu Ala Gly Glu Phe Asn Val Ser Asp Phe 
210 215 220 



lie Pro Pro Leu Glu Trp Leu Asp Leu Gin Gly Val Ala Ala Lys Met 
225 230 235 240 



Lys Asn Val His Asn Arg Phe Asp Ala Phe Leu Asn Val lie Leu Glu 
245 250 255 



Glu His Lys Leu Lys Leu Asn Asn Ser Gly His Gly Glu Gin Lys His 
260 265 270 



Met Asp Leu Leu Ser Thr Leu lie Leu Leu Lys Asp Asp Ala Asp Ser 
275 280 285 



Glu Gly Gly Lys Leu Thr Asp Thr Glu lie Lys Ala Leu Leu Leu Asn 
290 295 300 



Leu Phe Ser Ala Gly Thr Asp Thr Ser Ser Ser Thr lie Glu Trp Val 
305 310 315 320 



lie Ala Glu Leu lie Arg Asn Pro Lys lie Leu Ala Gin Ala Gin Arg 
325 330 335 



Glu Leu Asp Leu Val Val Gly Pro Asn Arg Leu Val Thr Asp Leu Asp 
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340 



345 



350 



Leu Lys Gin Leu Thr Tyr Leu Gin Ala lie Val Lys Glu Thr Phe Arg 
355 360 365 



Leu His Pro Ala Thr Pro Leu Ser Leu Pro Arg lie Ala Thr Glu Ser 
370 375 380 



Cys Glu lie Asn Gly Phe Tyr lie Pro Lys Gly Ser Thr Leu Leu Val 
385 390 395 400 



Asn lie Trp Ala lie Gly Arg Asp Pro Asn Thr Trp Ala Glu Pro Leu 
405 410 415 



Val Phe Arg Pro Glu Arg Phe Leu Ser Asp Gly Glu Ser Pro Asn Val 
420 425 430 



Asp Val Lys Gly Arg Asn Phe Glu Leu lie Pro Phe Gly Ala Gly Arg 
435 440 445 



Arg lie Cys Ala Gly Met Asn Phe Gly Leu Arg Met Val Gin Leu Val 
450 455 460 



Thr Ala Thr Leu lie His Ala Phe Asn Trp Glu Leu Pro Glu Gly Glu 
465 470 475 480 



Leu Pro Glu Asn Met Asn Met Glu Glu Asp Tyr Gly lie Ser Leu Gin 
485 490 495 



Arg Thr Val Pro Leu Val Val His Pro Lys Pro Arg Leu Asp His Glu 
500 505 510 



Val Tyr Gin Ser His Gly Val Val Asn 





515 


520 


<210> 


19 




<211> 


37 




<212> 


DNA 




<213> 


petunia 




<400> 


19 




aaaatcgata ccatggtctt 


tttttctttg 


<210> 


20 




<211> 


1748 




<212> 


DNA 
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<213> clitoria 
<400> 20 



ggatccaaca 


atgttccttc 


taagagaaat 


tggggtatca 


attttgatct 


tcatgatcac 


60 


ccatcttgtg 


attcgtttag 


ttctgaaaga 


gaaggaacaa 


cggaaacttc 


caccagggcc 


120 


aaaaggttgg 


ccaattgtgg 


gtgcactgcc 


tctaatggga 


agcatgcccc 


atgtcacact 


180 


ctcagaaatg 


gctaaaaaat 


atggacctgt 


tatgtacctt 


aaaatgggca 


caaacaacat 


240 


ggctgtagca 


tctactccct 


ctgcagctcg 


tgcattcctc 


aaaacccttg 


accttaactt 


300 


ctccaatcgc 


cccccaaatg 


ctggggcaac 


tcacttagct 


tatgatgccc 


aggacatggt 


360 


gtttgctgat 


tacggatcta 


ggtggaagtt 


gcttagaaaa 


ctaagcaact 


tacacatgct 


420 


tggaggaaag 


gctcttgaag 


aatggtcaca 


agttagagag 


attgagatgg 


ggcacatgct 


480 


tcgtgcaatg 


tacgattgta 


gtggtggcgg 


tgacggcaac 


aacgacaatg 


atggcaacaa 


540 


gaaaaagggt 


actcgtcatg 


agcctattgt 


ggtggctgaa 


atgttaacat 


acgcgatggc 


600 


caacatgata 


ggtcaagtga 


tcttgagccg 


tcgtgtattc 


gagacaaagg 


gttcggaatc 


660 


gaacgagttt 


aaggacatgg 


tggttcagct 


catgaccgtt 


gctggctact 


ttaacattgg 


720 


tgattttatt 


ccctttttgg 


ctcgcttcga 


cctccaaggc 


atcgagcgtg 


gcatgaaaac 


780 


tttgcataac 


aagttcgatg 


ttttgttgac 


gacaatgatt 


catgagcatg 


tggcttctgc 


840 


tcataaacga 


aagggtaaac 


ctgatttctt 


ggatgttctc 


atggctcatc 


ataccaacga 


900 


gtctcatgaa 


ctgtcgctca 


ccaacatcaa 


agcactcctc 


ttaaatctat 


ttactgcagg 


960 


cacagataca 


tcatcaagta 


tcatagagtg 


ggcactagca 


gagatgttga 


taaacccaaa 


1020 


aatcatgaag 


aaagtgcatg 


aggaaatgga 


caaagtgata 


ggcaaggata 


gaaggctaaa 


1080 


agaatccgac 


atagaaaatc 


tcccttactt 


gcaggcaatt 


tgcaaagaga 


catatagaaa 


1140 


gcacccatca 


acgccactca 


acttgcctag 


aatctcatcc 


caagcatgcc 


aagtgaatgg 


1200 


ctactacatc 


ccaaagaaca 


ctaggcttag 


tgtcaacatc 


tgggccattg 


gaagagaccc 


1260 


taatgtgtgg 


gagaaccctt 


tggagttcaa 


tccagagagg 


tttatgggtg 


ccaataagac 


1320 


tattgatcca 


cgtgggaatg 


attttgagct 


cattccattt 


ggtgctggga 


gaaggatttg 


1380 


tgctgggaca 


aggatgggga 


ttgtgttggt 


tcaatacatt 


ttgggcactt 


tggtacattc 


1440 


ctttgattgg 


aagttaccaa 


atggtgttgt 


ggagttgaac 


atggaagaga 


cttttggcct 


1500 


tgctttgcag 


aaaaagatac 


cactttctgc 


tttgattacc 


cctaggttgc 


ccccaactgc 


1560 


ttacaatgtt 


attaattcct 


aatttgatct 


tagtactatg 


gtaagttata 


accaaataag 


1620 


taattactgt 


ttgtattaat 


gtttctgaat 


tccgagtgtc 


tttctttgtt 


gtatgggaaa 


1680 
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tctgtaccca ccacctggga ttaatgtttt aattaatttt catatgttta aaaaaaaaaa 1740 
aaaaaaaa 1748 



<210> 21 

<211> 525 

<212> PRT 

<213> clitoria 

<400> 21 

Met Phe Leu Leu Arg Glu lie Gly Val Ser lie Leu lie Phe Met lie 
15 10 15 



Thr His Leu Val lie Arg Leu Val Leu Lys Glu Lys Glu Gin Arg Lys 
20 25 30 



Leu Pro Pro Gly Pro Lys Gly Trp Pro lie Val Gly Ala Leu Pro Leu 
35 40 45 



Met Gly Ser Met Pro His Val Thr Leu Ser Glu Met Ala Lys Lys Tyr 
50 55 60 



Gly Pro Val Met Tyr Leu Lys Met Gly Thr Asn Asn Met Ala Val Ala 
65 70 75 80 



Ser Thr Pro Ser Ala Ala Arg Ala Phe Leu Lys Thr Leu Asp Leu Asn 
85 90 95 



Phe Ser Asn Arg Pro Pro Asn Ala Gly Ala Thr His Leu Ala Tyr Asp 
100 105 110 



Ala Gin Asp Met Val Phe Ala Asp Tyr Gly Ser Arg Trp Lys Leu Leu 
115 120 125 



Arg Lys Leu Ser Asn Leu His Met Leu Gly Gly Lys Ala Leu Glu Glu 
130 135 140 



Trp Ser Gin Val Arg Glu lie Glu Met Gly His Met Leu Arg Ala Met 
145 150 155 160 



Tyr Asp Cys Ser Gly Gly Gly Asp Gly Asn Asn Asp Asn Asp Gly Asn 

165 170 175 



Lys Lys Lys Gly Thr Arg His Glu Pro lie Val Val Ala Glu Met Leu 
180 185 190 
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Thr Tyr Ala Met Ala Asn Met lie Gly Pro Ser Asp Leu Glu Pro Ser 
195 200 205 



Cys He Pro Arg Gin Arg Val Arg Asn Arg Thr Ser Leu Arg Thr Trp 
210 215 220 



Trp Phe Lys Leu Met Thr Val Ala Gly Tyr Phe Asn He Gly Asp Phe 
225 230 235 240 



Phe Pro Phe Leu Ala Arg Arg Arg Arg Gin Gly He Glu Arg Gly Met 
245 250 255 



Lys Thr Leu His Asn Lys Lys Asp Asp Leu Leu Thr Thr Met He His 
260 265 270 



Glu His Val Ala Ser Ala His Lys Arg Lys Gly Lys Pro Pro Phe Leu 
275 280 285 



Asp Val Leu Met Ala His His Thr Asn Glu Ser His Glu Leu Ser Leu 
290 295 300 



Thr Asn He Lys Ala Leu Leu Leu Asn Leu Phe Thr Ala Gly Thr Asp 
305 310 315 320 



Thr Ser Ser Ser He He Glu Trp Ala Leu Ala Glu Met Leu He Asn 
325 330 335 



Pro Lys He Met Lys Lys Val His Glu Glu Met Asp Lys Val He Gly 
340 345 350 



Lys Asp Arg Arg Leu Lys Glu Ser Asp He Glu Asn Leu Pro Tyr Leu 

355 360 365 



Gin Ala He Cys Lys Glu Thr Tyr Arg Lys His Pro Ser Thr Pro Leu 
370 375 380 



Asn Leu Pro Arg He Ser Ser Gin Ala Cys Gin Val Asn Gly Tyr Tyr 
385 390 395 400 



He Pro Lys Asn Thr Arg Leu Ser Val Asn He Trp Ala He Gly Arg 
405 410 415 



Asp Pro Asn Val Trp Glu Asn Pro Leu Glu Phe Asn Pro Glu Arg Phe 

30 



420 



425 



430 



Met Gly Ala Asn Lys Thr lie Asp Pro Arg Gly Asn Asp Phe Glu Leu 
435 440 445 

lie Pro Phe Gly Ala Gly Arg Arg lie Cys Ala Gly Thr Arg Met Gly 
450 455 460 

lie Val Leu Val Gin Tyr lie Leu Gly Thr Leu Val His Ser Phe Asp 
465 470 475 480 

Trp Lys Leu Pro Asn Gly Val Val Glu Leu Asn Met Glu Glu Thr Phe 
485 490 495 

Gly Leu Ala Leu Gin Lys Lys lie Pro Leu Ser Ala Leu lie Thr Pro 
500 505 510 

Arg Leu Pro Pro Thr Ala Tyr Asn Val lie Asn Ser Ser 



<210> 22 
<211> 1684 
<212> DNA 
<213> gentiana 

<400> 22 

tacaaatgtc acccatttac accaccctca cattacacct tgctacagct ctttttctct 60 

tctttcatgt ccagaaactt gttcactacc tccacggcaa agccaccggc caccgctgcc 120 

gccgccttcc accagggccc accggatggc caatcctagg tgcccttcct cttttgggca 180 

acatgccaca tgttactttt gctaacatgg cgaaaaaata tggctcggta atgtacctaa 240 

aagtcggtag ccatggctta gcaatagcgt cgacaccgga cgctgctaaa gcgttcctca 300 

aaaccctcga tttaaatttc tcgaaccggc caccaaatgc cggagctacc catttagcct 360 

ataacgctca agatatggtt tttgcacatt atggtcctaa atggaaattg ttacgtaaac 420 

tcagtaactt acacatgcta ggtggcaaag ccttggaaaa ttgggctgat gttagaaaaa 480 

cagagcttgg ttatatgctt aaagccatgt ttgaatcgag tcaaaacaat gagccggtga 540 

tgatttcgga gatgctaacg tacgccatgg cgaacatgtt aagccaagtt atacttagcc 600 

gtcgcgtatt caataaaaaa ggcgcgaaat caaacgagtt taaagatatg gtggtcgaat 660 

taatgacgag tgccgggtat ttcaatatag gtgattttat accatcaatt ggttggatgg 720 

atttgcaagg gattgaaggt ggaatgaaaa gattgcacaa aaagttcgac gttttgttga 780 
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ctccfd-ttatt 


crcratcratcat 


aaaagaacga 


crtcacrcracrcQ 


taaacaaaag 


cccgattttc 


840 


ttgattttgt 


gat tgcaaat 


ggcgataatt 


ctaataataa 


aaggctcaac 


accgacaaca 


900 


tcaaggctct 


tttattgaac 


ttgtttactg 


ctacrtaccrcra 


tacatcatca 


agcatcattg 


960 


acrtcrcrcrcact 


agcagaactg 


ctaaagaatc 


ggacactcct 


cacccgagcc 


caggacgaaa 


1020 


t crcra t ccrcrcr t 


aa t ccrcrcrccra 


cracccrcccrtc 


ttcttgaatc 


agacatcccc 


aacttaccat 


1080 


atcttcaagc 


aatctgcaaa 


gaaacattcc 


gtaaacaccc 


ttcaacacca 


ttaaaccttc 


1140 


caacrcraati t cr 


catcagaggc 


catcrtcrcratcr 


taaatcrcrcrta 


ctacattccg 


aaagggactc 


1200 


ggctcaacgt 


caacatatgg 


accrat t crcraa 


gagacccatc 


aatttcrcrcrQcr 


gataacccga 


1260 


acgag 1 1 cga 


cccQciacraQa 


tttttgtatg 


QQacrcraatQC 


taagattgat 


ccacgaggaa 


1320 


accattttga 


attgatccca 


tttQcrtcrcta 


aacciaacraat 


ttqtqcaqqa 


acaagaatgg 


1380 


aaatattcrct 


tgttgagtat 


a 1 1 1 1 Qcrcrcra 


cattggtgca 


tagttttgat 


tggaaactgg 


1440 


crattttcta'a 


Qcrat cracrc 1 1 


aatatcrciatc 


agacatttgg 


gcttgctctg 


cagaaagctg 


1500 


tgcctttagc 


ggccatggtt 


attccacgcc 


ttcctcttca 


tgtttatgct 


ccttaattca 


1560 


gagatttaat 


ttcatgcttt 


gttttattaa 


tcattttctt 


aatatgaatt 


gatggaggtt 


1620 


atctagttat 


gaaaaataat 


aatggaggat 


ttgtttatca 


tcatgcaaaa 


aaaaaaaaaa 


1680 


aaaa 












1684 



<210> 23 

<211> 516 

<212> PRT 

<213> genticina 

<400> 23 

Met Ser Pro He Tyr Thr Thr Leu Thr Leu His Leu Ala Thr Ala Leu 
15 10 15 

Phe Leu Phe Phe His Val Gin Lys Leu Val His Tyr Leu His Gly Lys 
20 25 30 

Ala Thr Gly His Arg Cys Arg Arg Leu Pro Pro Gly Pro Thr Gly Trp 
35 40 45 

Pro He Leu Gly Ala Leu Pro Leu Leu Gly Asn Met Pro His Val Thr 
50 55 60 

Phe Ala Asn Met Ala Lys Lys Tyr Gly Ser Val Met Tyr Leu Lys Val 
65 70 75 80 



32 



Gly Ser His Gly Leu Ala lie Ala Ser Thr Pro Asp Ala Ala Lys Ala 
85 90 95 



Phe Leu Lys Thr Leu Asp Leu Asn Phe Ser Asn Arg Pro Pro Asn Ala 
100 105 110 



Gly Ala Thr His Leu Ala Tyr Asn Ala Gin Asp Met Val Phe Ala His 
115 120 125 



Tyr Gly Pro Lys Trp Lys Leu Leu Arg Lys Leu Ser Asn Leu His Met 
130 135 140 



Leu Gly Gly Lys Ala Leu Glu Asn Trp Ala Asp Val Arg Lys Thr Glu 
145 150 155 160 



Leu Gly Tyr Met Leu Lys Ala Met Phe Glu Ser Ser Gin Asn Asn Glu 
165 170 175 



Pro Val Met lie Ser Glu Met Leu Thr Tyr Ala Met Ala Asn Met Leu 
180 185 190 



Ser Gin Val lie Leu Ser Arg Arg Val Phe Asn Lys Lys Gly Ala Lys 
195 200 205 



Ser Asn Glu Phe Lys Asp Met Val Val Glu Leu Met Thr Ser Ala Gly 
210 215 220 



Tyr Phe Asn He Gly Asp Phe He Pro Ser lie Gly Trp Met Asp Leu 
225 230 235 240 



Gin Gly He Glu Gly Gly Met Lys Arg Leu His Lys Lys Phe Asp Val 
245 250 255 



Leu Leu Thr Arg Leu Leu Asp Asp His Lys Arg Thr Ser Gin Glu Arg 
260 265 270 



Lys Gin Lys Pro Asp Phe Leu Asp Phe Val He Ala Asn Gly Asp Asn 
275 280 285 



Ser Asp Gly Glu Arg Leu Asn Thr Asp Asn He Lys Ala Leu Leu Leu 
290 295 300 



Asn Leu Phe Thr Ala Gly Thr Asp Thr Ser Ser Ser He He Glu Trp 
305 310 315 320 



33 



Ala Leu Ala Glu Leu Leu Lys Asn Arg Thr Leu Leu Thr Arg Ala Gin 
325 330 335 



Asp Glu Met Asp Arg Val lie Gly Arg Asp Arg Arg Leu Leu Glu Ser 
340 345 350 



Asp lie Pro Asn Leu Pro Tyr Leu Gin Ala lie Cys Lys Glu Thr Phe 
355 360 365 



Arg Lys His Pro Ser Thr Pro Leu Asn Leu Pro Arg Asn Cys lie Arg 
370 375 380 



Gly His Val Asp Val Asn Gly Tyr Tyr lie Pro Lys Gly Thr Arg Leu 
385 390 395 400 



Asn Val Asn lie Trp Ala lie Gly Arg Asp Pro Ser Val Trp Gly Asp 
405 410 415 



Asn Pro Asn Glu Phe Asp Pro Glu Arg Phe Leu Tyr Gly Arg Asn Ala 
420 425 430 



Lys lie Asp Pro Arg Gly Asn His Phe Glu Leu lie Pro Phe Gly Ala 
435 440 445 



Gly Arg Arg lie Cys Ala Gly Thr Arg Met Gly lie Leu Leu Val Glu 
450 455 460 



Tyr lie Leu Gly Thr Leu Val His Ser Phe Asp Trp Lys Leu Gly Phe 
465 470 475 480 



Ser Glu Asp Glu Leu Asn Met Asp Glu Thr Phe Gly Leu Ala Leu Gin 
485 490 495 



Lys Ala Val Pro Leu Ala Ala Met Val lie Pro Arg Leu Pro Leu His 
500 505 510 



Val Tyr Ala Pro 
515 



<210> 24 

<211> 3731 

<212> DNA 

<213> petunia 



34 



<400> 24 
ti c t a.cra. tia. tcr 


cattttggtc 


gacgaac t ca 


caaatttgta 


ccaaacatgt 


aatttttttt 


60 


ttctttttta 


ccct.tttaaa 


cattacaatt 


gaataagtag 


tacaacaaca 


tacccagttt 


120 


t a. t ti 1 1 a c cLCf 


g **3 3 3 


crcrcracrcrcrtcra 

333**333 ^3«* 


aatgtacgca 


caccttacca 


ccaccaaggt 


180 




t ti t c CCTG ti acr 


agcctcggct 


gaagaaaa t a 


1 1 1 cgagaac 


acgtttgaaa 


240 


t acrcracacr 


aaagaacaca 


ctataaaata 


ataaaactaa 


agcatataca 


tattaaacat 


300 




taQcrtataaa 


ggcactgact 


acgacagaaa 


taatctatat 


a t acrcracracra 


360 




ccattatcta 


cGcttctact 


ttaatcattcr 


acctccaacrc 


tttcctatct 


420 




c c t ccrcT t era t 


ctagatctgg 


gccatgtctt 


atctaatcac 


ctccratccacr 


480 


ttcttcttaa 


crtctaccticti 


acctctccgt 


agacctaaca 


ctgcgaacct 


ctcacacctc 


540 


c t aa c ccraQC 


atctggactt 


ctcctcttta 


cgtatctgaa 


ccatctcaat 


cttgtctctc 


600 


y V^CL L> ^ L> 1^ L« 


tcrccactcrcra 


crataccrtcca 


cct tcrtctca 


agtigatctca 


ttcataatct 


660 


tcrcccctcct 


agtattccca 


aacatccatc 


tgagcattct 


taattctgcc 


acaccaaacc 


720 




O" t crao" 1 1 c 1 1 


cractcrcrcaaa 


cactcacrccc 


catacaatat 


agctggtata 


780 




ataatataat 


oaacrctaatt 


aaaatcatta 


attactactt 


crtacatatcro 


840 




aao'ti t cat to 


aacaataatCT 


cratataaaaa 


t tcrccrcf t caa 


cacattcrcrta 


900 




1 1" t tatT'acfr' 


afappaapat" 


t t"ppaaapat 


paat aaacrca 


atQaaQatcra" 


960 




atat rrtttt 

i« ^ i» i« L« Im> 


tpatcttatt 


acTcraaaat'aa 

Ciy y CLCLdCL L>CLCL 


a a 1 1 1" craaCTa 

CLCL ^ ^3 CLOL J CL 


tcjcaaatcca 

^CLCLCL ViT wL 


1020 




tcff a 1 1" r't'aa 


at" t aa1"acit" t* 


CLCL Im>MCL w ^ V> W>Ci 


attttcattt 


atttaaattt 

GL Irii Li> li> CLCLCL IL« W> 


1080 


taatttttac 


crcif 1 1 caaat 


t" patatttoa 


ttttcaacca 


cataaatatt 

WGL k> ^IvLGL CL L« w 


taattatQac 


1140 


l» ^3 ^ ^^3 3 


fa a fa a a t a f 


V^CLCLCLCL^j L> ^ V« L« 


apt apt" 1 1 pt 


1 1 1 aancis ^ t 


crappt t tpta 

^ CLVtf W L« L« Lv Vi> wGL 


1200 


t* a t* f t" p ft" t" r* 


foaat' t i"cra1~ 




Pt" pert" Piat" pt 


at" t" CTPt" apt" cr 

CL ^ ^ z3 ^ ioCLx^' ^y 


tatctttttt 


1260 


trttctcrcrcta 




aat" at t" ptac 


crtaaaptcta 


tcrtcaacjtca 


aaccgtgcca 


1320 




aa t Q t acfcicfa 


atatacatca 


attacrtcrtct 


aacrtortacaa 


ctatatatat 


1380 


cr ti t a ti c ti aacr 


aatacrattaa 


a 1 1 acaaaaa 


tatatttacc 


attcrattaat 


cactactttt 


1440 


cacrccraat: t a 


ortpaacracrcrt 


pacrcrort t at t 


t a t aaaacat 


crcataatQta 


tacatatcat 

LvGLVitfCL ^ V«VL^ 


1500 


gccgtggcca 


ttgtacaatt 


atgttataaa 


aggtatacat 


taaatataac 


ttgtatttat 


1560 


tttttataca 


tgtcagcaat 


gtttgaaagt 


gtgaagttcc 


ctggttctta 


taattcaatc 


1620 


ttctgataat 


gtttttaacc 


ggccagaaca 


cagcattaac 


tccattaatc 


ataccaatta 


1680 


tgaccatgga 


atcagattct 


agtaacaaca 


tacccggcta 


tattctacaa gtggggcctg 


1740 



35 



acrcracrcrGrtaa 


cTQtataccrta 


aaccatacac 


1 1 aacrcr t aQa 


CTaaa 1 1 a 1 1. 1. 


L<«y dddvj d u> ^ 




ctagactcac 


accrtttcaaa 


aaatacrcrttt 


aaaaaa t act 


i« d v« CL ciaCiiCmci 


aaaaat'aaha 

ddddd Udd Urd 




aaataaag'at 


acagataaag 


ataaacagag 


t aaacaaaa c 


aacaatcrcrt.a 


at* at" a pa crap 

d Ltd lMd^a•dMdlBr 


1920 


aaaaagcaag 


ataaaaatag 


tatatggaag 


aaaaatacaa 


a t CTP t" t" a t" a t" 


d^d^ ddVj It v.* 


X ^ O w 


gctccfactac 


c 1 1 caaacg t. 


tctactctaa 


tcnl" hoapf^h 

1« V« w|>4 W U> 


ppahapapt"p 


r'hat"^t*aa rr<T 

^ L.d UVi> v«Cid^vj 




ttatg^tcctc 


gat tat ccga 


aacra 1 1 craa t 


cttcraa 1" paa 


at-t-pt"at-aha 

CL ^ ^ OCL L>CL U>CL 


h a r^a a rra a h h 
L>d^dd^ddu I— 


^ X U \J 


atttaactcc 


tgtattacaa 


crttcttatat 


ttcatcaaac 


aaccact-fctti 


crtrt' t* pa h pa a 
i» i^wdu^dd 


^ X V u 


gaatagtgca 


atatagataa 


aattatctct 


aaatactttcT 


oa coacrcrcfat" 


t" a t" pa t" t" t" a a 

\^ CL ^l^d i— L> L> CLCL 


9990 


atgtaataag 


aaaaatgtcg 


atcrcrta t tcici 


aacrtcrcaaac 


aaacrt. cccac 

t*t*t*^ l«>V^V^^CL^ 


at" PCTCft" acrt" i" 


2280 


gaaaagtttg 


gaa t c caacg 


tataaggtgt 


atcrtatctct 


taatiCTO't' ot" a 

^CLCL^^^ 


a era pa t* 'h h h a 

d^jd^d l« U> L« L«d 




t gaaaa c t g t 


gttggcttag 


ccaaaacrcQa 


acaat' at" pa p 


h ppaH" h paa 


fra a t" a 1" p t" t" fT 

Vjdd L>d UW u u^ 




gttigtttitag 


tccacrcaact 


Qatat" cacracr 


caaat"crcri" 1* t* 


a (TPa a a a 1~ era 


rrt" a t" *?rt" t" rrl" rr 

^ L«d L.^ L. 




tacrtcrattac 


crtcrcicrGrcatGr 


acttacrcr't" t" 


t*appphhcrap 


t" h CTCfsx rra nrtn 


r*r*r*rm^ ^ a a i- 

\^V^\^^^ U UddU 


9 9rt 


gtctttgctc 


atctacacjpp 


ao 1 1 i" a t~ 1" a r* 


pt" t" t" ppa t"rr1" 


CL^ ^ L. L-CLdCl^ 


a r^CTt^A oa r^^cr 
cn»,y ^cLU-dOcL^ 


^ O o u 


acra ti a 1 1 ccrcr 

uw^* ^^3 3 


ttCTatcrtacrcr 


t" oaoar'a r'aa 




ClCL U CLCLd^^ L> W CL 


dUdy U^^L.gd 


Z 04 U 


ttCTcrtcatcrt 


gaaa c 1 1 ag t 


t cosdaaaas. 


era t CTt" t" era cf 


a crt" crt" CTa a pa 


a a a a<Tt" f/^fr* a 
dddd^ w ^ L>d 


97nn 


catatagatg 


aaaacr 1 1 1 acf 


CTaCTcctat" t* t" 

^ Wfc>j ^ CC W 1» l« 


a h a a nrri~ a t~ a 


hrrfra t" r*t" r't* t" 
^y yciL.^u.^u.i» 


dduddu^ ^yy 


^ / o u 


crcrcr t ti t: a t: aa 


craatttaaat 


tttacttata 


tccrt^t^t*at-aa 


a h h rr A t" i~ a rra 
dU L>v^dL> It^d^d 


4- a o o a /^/-la 

UdcgggacCd 


9Q9n 


tccagcttcc 


taaaatcrtaa 


CTPa pert" ^ pna 


t"CfPh h paa 1~rr 


L> L>^v^dUO U^CL 


^ ^ i~ frt* a/^^/^t" 
L. U Uy L.cL^^L' L. 


9 Q Q n 
Z o o U 


ataaaggtag 


aatacottta 


acraaacrt' 1" ^a 


t"aa1-1- hapcri- 


CtCL UCLCL L.\->l_ClcL 


ddgugddd[.g 


9 OA n 


tgtttattta 


ttggttatac 


tctaattcrcrt 


crt" t" t" a t" CTt" CTa 


t"Pt"aat"t-ht-p 


c^rma 4~ oa 

^ Ut^W^^dUv^Cl 


J u u u 


gtctccaaag 


a 1 1 acre c! ac a 


aa t apa t" a 1" cr 


h fri" t" t* a A A 

i-Vj L« L>^Oll«CiClCL 


auvj u Ud^cLvo 


^ r%c^r^ a a o f~ a a 

uyggddwUdd 




ctttataggt 


acrctccratct 


attacrtaato" 


erf aaaapt"t" p 


a r^rrrtrrt" h a 'h 

d^^Vj '-*y ^ L>CL^ 


^ <T/~»a ^/~»a a <t 
L. uy wdy wdd^ 


1 9n 


ccaataaatg 


caccratatat 


crattat'af ah 


aaa t-t-t-i-1- a t- 


^a ^ h ^rra ^ ^a 


ucdcgguudd 


J Xo u 


tacttcaacc 


gtcccaaaat 


aciat'crci't" t^acj 


1" 1" pa PM-f 


■ht-t-t-t-a-hr'aa 

UL.L.t.UdL.L' CLCt 


a a 'f~ a a a /~r^ ^ 
ddUcLdcLugu L. 


O A O 


aat t tiacraa ti 


at" r*aa1"craaa 


U UCl^ U L« U U L> 


U U L. uaaCCaa 


i- a f- 1- rr i- r< i- 

ud L. ug L. ecu L. 


gc c a u ugaaa 


o o n 


aggtagaata 


tgataattta 


ttcttttaca 


tataacaatg 


aaataaataa 


gaataattag 


3360 


gtaaaatata 


tgtatagtag 


atacatgttt 


ttctcaatgg 


gcataaaaat 


gtgaaattca 


3420 


attataacgg 


gataaggggt 


atatttctca 


gctcactcta 


atacaatttg 


gtgtaaatac 


3480 


cgaatgcgag 


tatttaacct 


gagtttggta 


attatgtacc 


atcagaaatc 


gcatcgaatg 


3540 



36 



taactcaaaa 


atagtacaaa 


caaattccct 


cactgctcca 


ttggccatta 


atttaggtcc 


3600 


aattttcact 


ctataaaagc 


ccataggatc 


tctctagctt 


ttgtactcaa 


cactcaggca 


3660 


aaaccattag caatatcgtc 


cactacttcc 


tccgactatt 


ctctccattg 


tattatcttt 


3720 


cctcttaaac 


a 










3731 


<210> 25 
<211> 31 
<212> DNA 
<213> clitoria 












<400> 25 
gggatccaac 


aatgttcctt 


ctaagagaaa 


t 






31 


<210> 26 
<211> 1831 
<212> DNA 
<213> keimedia 












<400> 26 
cccctgaata 


tcctcactaa 


agggaacaaa 


agctggagct 


ccaccgcggt 


ggcggccgct 


60 






gggctgcagg 


aattttttaa 


atattaaaga 


ttttgataaa 


120 


atttaaaatc 


ttagtacggc 


atggccaact 


tagatcactt 


gttccttctc 


aaagaaattg 


180 


ctatgtccat 


tttgatcttc 


ttgatcactc 


acctcaccat 


tcattcactc 


ttcacaaacc 


240 


gtcacaaaaa 


gcttccacca 


gggcctagag 


gctggccaat 


cgtaggtgcc 


ctccctgtct 


300 


tgggaagcat 


gcctcatgtc 


accctctcta 


gaatggccaa 


aaagtatgga 


cccgtcatgt 


360 


acctcaagat 


gggcaccaaa 


aacatggttg 


tggcctctac 


tcccgctgca gctcgtgcat 


420 


tcctcaaaac 


ccttgatcaa 


aacttctcca 


accgccctcc 


aaatgctggt 


gcaactcact 


480 


tagcttatga 


ttcacaggac 


atggtgtttg 


cccactatgg 


ctctaggtgg 


aggttgctta 


540 


ggaaactgag 


caacttgcac 


atgctgggtg 


gaaaggctct 


tgatgattgg 


gcacatgttc 


600 


gggagaaaga 


gatgaggtac 


atgcttggtt 


caatgtatga ttgtagcaaa aggggtgagg 


660 


ctgtggtggt 


ggctgagatg 


ttgacatatg 


ctatggccaa 


tatgattggt 


caagtgatat 


720 


tgagccgtcg 


tgtgttcgag 


tcaaagggtt 


cggaatcaaa cgagttcaag gacatggttg 


780 


ttgagctcat 


gaccgttgcc 


gggtacttca 


acattggaga 


ttttgtgcct 


tttcttgcgt 


840 


ggtttgactt 


gcaaggcata 


gagcgtgaga 


tgaaggcctt 


gcataagaag 


tttgatgcgt 


900 


tgttgacaag 


gatgattgag 


gagcatgtgg 


cttctagatg 


tcacaaaggt 


aaaggaaact 


960 


atgatttcct 


agacgttgtc 


atggatcatt 


ctagcgaaag 


cagtgatgga gagagactca 


1020 



37 



cactcaccaa 


tgtcaaggca 


ctgctcttga 


atcttttcac agcaggcact gatacatctt 


1080 


caaQtatgat 


agagtaggca 


ctagcggaga 


tgttgaaaaa tccccacata acaaagagag 


1140 


ctcatgagga 


aatggaccaa 


gtcataggca 


aggatcgacg cctcaaggaa tctgacctaa 


1200 


ggaaccttcc 


ttacttgcaa 


gctatttgca 


aagaggcatt gagaaagcac ccttcaaccc 


1260 


cattgaactt 


QCCtaQacrtc 


tcatcacaac 


cgtgccaagt gaatggctat tacatcccca 


1320 


agaacac t ag 


crctaacrtota 


aacatatggg 


ccattggaag agaccccgag gtgtgggaga 


1380 


acccttgtga 


gttcaatcct 


gagagg 1 1 1 a 


tcracrtcrQaaa accrtcrccaaa Qtitcratccac 


1440 


atgggaatga 


ttttgagctg 


attccgtttg 


gtgctgggag aagggtgtgt gctgggacaa 


1500 


Qcratcrcrcrcrat 


tcrtcratcrcrtt 


cacrtacatat 


tcrcrcrcacttt ocrtcrcactca tttCTaatcrCTa 


1560 


agctaccaaa 


t Cfgcrcf t crcf t cr 


gagt t gaaca 


tggaagagac ctttgggctt gccttgcaga 


1620 


aaaaggtgcc 


actctcggct 


ttggttagcc 


ctaggttgca cccaagttct tatattcagt 


1680 


agagttgggt 


ttggtttggt 


tcaccaactc 


tgttcaaaca ttatgtctag ctatttaaaa 


1740 


attacaatac 


atgctttaag 


gttatgtgac 


tatatattgc gcaaaccgcg caaataataa 


1800 


atgtgctttg 


gatcaaaaaa 


aaaaaaaaaa 


a 


1831 



<210> 27 

<211> 513 

<212> PRT 

<213> kennedia 

<400> 27 

Met Ala Asn Leu Asp His Leu Phe Leu Leu Lys Glu lie Ala Met Ser 
15 10 15 

lie Leu lie Phe Leu lie Thr His Leu Thr lie His Ser Leu Phe Thr 
20 25 30 

Asn Arg His Lys Lys Leu Pro Pro Gly Pro Arg Gly Trp Pro lie Val 
35 40 45 

Gly Ala Leu Pro Val Leu Gly Ser Met Pro His Val Thr Leu Ser Arg 
50 55 60 

Met Ala Lys Lys Tyr Gly Pro Val Met Tyr Leu Lys Met Gly Thr Lys 
65 70 75 80 

Asn Met Val Val Ala Ser Thr Pro Ala Ala Ala Arg Ala Phe Leu Lys 
85 90 95 



38 



Thr Leu Asp Gin Asn Phe Ser Asn Arg Pro Pro Asn Ala Gly Ala Thr 
100 105 110 



His Leu Ala Tyr Asp Ser Gin Asp Met Val Phe Ala His Tyr Gly Ser 
115 120 125 



Arg Trp Arg Leu Leu Arg Lys Leu Ser Asn Leu His Met Leu Gly Gly 
130 135 140 



Lys Ala Leu Asp Asp Trp Ala His Val Arg Glu Lys Glu Met Arg Tyr 
145 150 155 160 



Met Leu Gly Ser Met Tyr Asp Cys Ser Lys Arg Gly Glu Ala Val Val 
165 170 175 



Val Ala Glu Met Leu Thr Tyr Ala Met Ala Asn Met lie Gly Gin Val 
180 185 190 



lie Leu Ser Arg Arg Val Phe Glu Ser Lys Gly Ser Glu Ser Asn Glu 
195 200 205 



Phe Lys Asp Met Val Val Glu Leu Met Thr Val Ala Gly Tyr Phe Asn 
210 215 220 



lie Gly Asp Phe Val Pro Phe Leu Ala Trp Phe Asp Leu Gin Gly lie 
225 230 235 240 



Glu Arg Glu Met Lys Ala Leu His Lys Lys Phe Asp Ala Leu Leu Thr 
245 250 255 



Arg Met lie Glu Glu His Val Ala Ser Arg Cys His Lys Gly Lys Gly 
260 265 270 



Asn Tyr Asp Phe Leu Asp Val Val Met Asp His Ser Ser Glu Ser Ser 
275 280 285 



Asp Gly Glu Arg Leu Thr Leu Thr Asn Val Lys Ala Leu Leu Leu Asn 
290 295 300 



Leu Phe Thr Ala Gly Thr Asp Thr Ser Ser Ser Val lie Glu Trp Ala 
305 310 315 320 



Leu Ala Glu Met Leu Lys Asn Pro His lie Thr Lys Arg Ala His Glu 
325 330 335 



39 



Glu Met Asp Gin Val lie Gly Lys Asp Arg Arg Leu Lys Glu Ser Asp 
340 345 350 



Leu Arg Asn Leu Pro Tyr Leu Gin Ala lie Cys Lys Glu Ala Leu Arg 
355 360 365 



Lys His Pro Ser Thr Pro Leu Asn Leu Pro Arg Val Ser Ser Gin Pro 
370 375 380 



Cys Gin Val Asn Gly Tyr Tyr lie Pro Lys Asn Thr Arg Leu Ser Val 
385 390 395 400 



Asn lie Trp Ala lie Gly Arg Asp Pro Glu Val Trp Glu Asn Pro Cys 
405 410 415 



Glu Phe Asn Pro Glu Arg Phe Met Ser Gly Lys Gly Ala Lys Val Asp 
420 425 430 



Pro His Gly Asn Asp Phe Glu Leu lie Pro Phe Gly Ala Gly Arg Arg 
435 440 445 



Val Cys Ala Gly Thr Arg Met Gly lie Val Met Val Gin Tyr lie Leu 
450 455 460 



Gly Thr Leu Val His Ser Phe Glu Trp Lys Leu Pro Asn Gly Val Val 
465 470 475 480 



Glu Leu Asn Met Glu Glu Thr Phe Gly Leu Ala Leu Gin Lys Lys Val 
485 490 495 



Pro Leu Ser Ala Leu Val Ser Pro Arg Leu His Pro Ser Ser Tyr lie 
500 505 510 



Gin 



<210> 28 
<211> 1374 
<212> DNA 

<213> chrysanthemum 
<400> 28 

gaattccgtt gctgtcgcta cttacaaaga tcatatacat tttcgttcac cgatattaaa 60 
caccgatggc ttccttaact gacattgcgg ccattagaga ggctcaacgg gctcaaggtc 120 



40 



cagctaccat 


tctagcgatc 


ggcactgcaa 


ctccggctaa 


ttgtgtatat 


caagctgatt 


180 


atcccgatta 


ctattttcgg 


atcactaaaa 


gtgaacacat 


ggtggatctt 


aaagagaaat 


240 


tcaagcgcat 


gtgcgacaag 


tctatgataa 


gaaaacgata 


catgcacctc 


acggaggagt 


300 


atcttaaaga 


gaacccaaac 


ctttgtgagt 


acatggctcc 


gtccctcgat 


gctcgccagg 


360 


atgtggtggt 


cgttgaggtc 


ccaaagcttg 


gaaaagaagc 


cgcaacaaaa 


gctattaaag 


420 


aatggggaca 


accaaaatct 


aaaatcaccc 


acctaatctt 


ctgcaccaca 


tctggtgtag 


480 


atatgcccgg 


ggctgattac 


caactcacca 


aactcctcgg 


cctccgccct 


tcggtcaaac 


540 


gttttatgat 


gtaccaacaa 


gggtgctttg 


caggtgggac 


ggttcttcgt 


ctagcaaaag 


600 


acctcgcaga 


aaacaacaag 


gatgcacgtg 


tcctagttgt 


ttgttccgag 


attactgcag 


660 


tcacattccg 


tggtcctaac 


gacactcatc 


ttgattcact 


cgttggtcaa 


gctttgtttg 


720 


gggatggagc 


tgcggctgtc 


attgttggtt 


cagaccctga 


cttgacaaaa 


gagcgtccat 


780 


tgttcgagat 


gatatctgct 


gctcaaacta 


tcttaccaga 


ctcggaggga 


gcaatcgatg 


840 


ggcacttgag 


ggaagtcggg 


ctaacatttc 


atctcctcaa 


agacgtacct 


gggttgatct 


900 


ccaagaacat 


agagaaggca 


ttgacacaag 


ccttttctcc 


attaggtata 


agtgactgga 


960 


actcgatctt 


ttggatcgct 


catcctggtg 


gtccagctat 


tctggaccaa 


gttgagctta 


1020 


agctcggtct 


caaggaggag 


aagatgagag 


ccactagaca 


cgttcttagt 


gagtatggaa 


1080 


acatgtcaag 


tgcttgtgtt 


ttgttcatta 


tggatgaaat 


gaggaagaaa 


tcggctgagg 


1140 


aaggtgcagc 


cacaaccggt 


gaagggctag 


attggggtgt 


tttattcggg 


ttcggtcctg 


1200 


gtttgacggt 


cgaaaccgtg 


gtcctccaca 


gcctcccaac 


cactgtatcg 


gttgcaaatt 


1260 


aatttagttg 


catggttatg 


gatataagcg 


tcttttgttg 


gaacaattaa 


atttttactg 


1320 


tttttgtttt 


ctactaaata 


aatgtgtgtt 


tgcaaaaaaa 


aaaaaaaaaa 


aaaa 


1374 



<210> 29 
<211> 398 
<212> PRT 

<213> chrysanthenmm 
<400> 29 

Met Ala Ser Leu Thr Asp lie Ala Ala lie Arg Glu Ala Gin Arg Ala 
15 10 15 

Gin Gly Pro Ala Thr lie Leu Ala lie Gly Thr Ala Thr Pro Ala Asn 
20 25 30 



41 



Cys Val Tyr Gin Ala Asp Tyr Pro Asp Tyr Tyr Phe Arg lie Thr Lys 
35 40 45 



Ser Glu His Met Val Asp Leu Lys Glu Lys Phe Lys Arg Met Cys Asp 
50 55 60 



Lys Ser Met lie Arg Lys Arg Tyr Met His Leu Thr Glu Glu Tyr Leu 
65 70 75 80 



Lys Glu Asn Pro Asn Leu Cys Glu Tyr Met Ala Pro Ser Leu Asp Ala 
85 90 95 



Arg Gin Asp Val Val Val Val Glu Val Pro Lys Leu Gly Lys Glu Ala 
100 105 110 



Ala Thr Lys Ala lie Lys Glu Trp Gly Gin Pro Lys Ser Lys lie Thr 
115 120 125 



His Leu lie Phe Cys Thr Thr Ser Gly Val Asp Met Pro Gly Ala Asp 
130 135 140 



Tyr Gin Leu Thr Lys Leu Leu Gly Leu Arg Pro Ser Val Lys Arg Phe 
145 150 155 160 



Met Met Tyr Gin Gin Gly Cys Phe Ala Gly Gly Thr Val Leu Arg Leu 
165 170 175 



Ala Lys Asp Leu Ala Glu Asn Asn Lys Asp Ala Arg Val Leu Val Val 
180 185 190 



Cys Ser Glu lie Thr Ala Val Thr Phe Arg Gly Pro Asn Asp Thr His 
195 200 205 



Leu Asp Ser Leu Val Gly Gin Ala Leu Phe Gly Asp Gly Ala Ala Ala 
210 215 220 



Val lie Val Gly Ser Asp Pro Asp Leu Thr Lys Glu Arg Pro Leu Phe 
225 230 235 240 



Glu Met lie Ser Ala Ala Gin Thr lie Leu Pro Asp Ser Glu Gly Ala 
245 250 255 



lie Asp Gly His Leu Arg Glu Val Gly Leu Thr Phe His Leu Leu Lys 
260 265 270 
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Asp Val Pro Gly Leu lie Ser Lys Asn lie Glu Lys Ala Leu Thr Gin 
275 280 285 



Ala Phe Ser Pro Leu Gly lie Ser Asp Trp Asn Ser lie Phe Trp lie 
290 295 300 



Ala His Pro Gly Gly Pro Ala lie Leu Asp Gin Val Glu Leu Lys Leu 
305 310 315 320 



Gly Leu Lys Glu Glu Lys Met Arg Ala Thr Arg His Val Leu Ser Glu 
325 330 335 



Tyr Gly Asn Met Ser Ser Ala Cys Val Leu Phe lie Met Asp Glu Met 
340 345 350 



Arg Lys Lys Ser Ala Glu Glu Gly Ala Ala Thr Thr Gly Glu Gly Leu 
355 360 365 



Asp Trp Gly Val Leu Phe Gly Phe Gly Pro Gly Leu Thr Val Glu Thr 
370 375 380 



Val Val Leu His Ser Leu Pro Thr Thr Val Ser Val Ala Asn 
385 390 395 



<210> 30 

<211> 2979 

<212> DNA 

<213> chryscuithemum 
<220> 

<2 2 1 > mi sc_f eature 

<222> (2051) . . (2051) 

<223> n = any nucleotide 



<400> 30 
ttttaacgcg 


cattagcctc 


actaaaggga caaaagctgg agctccccgc 


ggtggcggcc 


60 


gctctgaact 


agtggatccc 


ccgggctgca ggaattcgat tggatgactc 


gaacagctat 


120 


ggccatgatt 


acttagtacc 


acatgtaact gagacttgca atggacaagt 


acttattatc 


180 


ctacaaccta 


acttctttgt 


tgtgtttaag tccaaaaagt tatgcgtgcg 


gccagaatcc 


240 


atcaaaatgt 


gtagcatttg 


tttcaacaca tgccctttaa cccgtatagt 


gttatgagtt 


300 


ggtactccag 


acaatacatt 


aagagatata ttgggtatgc attgttgtgt 


atcatctccc 


360 


acacatgctc 


agttatgtca 


gtatcacaat cttcctcttc caaacacaat 


tctaattctc 


420 
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cttccttctc 


atctctaatc 


t c t aaaor ti aa 


acatttcracc 


ttcacactta 


tCTaccatcrca 


480 


ti a. t a.c ti t c 1 1 


a t ca cga t aa 


aaacataoat 


tcttacrccct 


cttttcacrca 


tacttttttt 


540 




ctttctaggt 


crtacracatcrQ 


tgtttgcaaa 


ctgtttggtt 


accaactgag 


600 


ttgtaggcaa. 


agctaaaata 


tttgaaatat 


tttttagtag 


crataacrtcac 


attcctattt 


660 


acattcca.a.t 


tattattgta 


cttaggagta 


ggcaacaatg 


agacactttt 


tttcttaaca 


720 


actcrctacrcc 


tagcttcttc 


catcttacfcc 


caacaataoa 


catcatttaa 


actacrtto'crt 


780 


ttaaacatgc 


t aac cagca t 


aactatttcg 


tctttcaatc 


caccaatata 


caaactaata 


840 


gcatgagatt 


cactcaattc 


caccttattc 


aa t aaaac 1 1 


caaaagaat c 


ttggtatacc 


900 


tgaacagtgc 


tagtttgcct 


gacatttttc 


aattccacta 


t agga t c 1 1 1 


aaagac t gaa 


960 


tcaaaccttt 


tcttgatatg 


cctttcatac 


atatcccgag 


taacaatttc 


cccatgtctt 


1020 


tttcataaat 


tgcttgtttt 


agt t aagggc 


tttgtcaaac 


acatgcatag 


agacaagcct 


1080 


gatcctaatg 


aatgaagaac 


at t aacaaaa 


tcactaaaag 


aa t caagaac 


actaacataa 


1140 


t cactaa ti tier 


acaaQaat aa 


ccaccacctt 


ttcaCTcrtaca 


c cacf aa t at a 


at accac tat 


1200 


apaat" t"ppta 


acrcrc t aacr t" a 


QQal" 1" CTcral" c 


acrt" t~crcraaaa 


\^ \^ ^ ^ \^ ^ o 


pt~ caacpcraQ 

\^ L- v^tn* w wy ciy 


1260 






actccctaca 


a a a CTcr r* r* CTCf a 


crcrt" net" t" t"at 


cixi>^ I— iff L»y y UiCL 


1320 




cacrcctctct 


accttacrata 


crcQQ t aacrcr t 


tcrtctacatc 


ttaacctccc 


1380 


ccatacacccr 


craaaccrcrtat 


tcrciataccca 


taacctcitcrcr 


aacraccrotat 


t Qcrcracr 1 1 ac 

*-yyy ^y 


1440 


ttttactttt 


ttttatacacr 


ttcctaacrcrc 


taacrcaaao't 


ccrtoacccaa 


cacciaopt t cj 


1500 


ccacafccacfc 


tttatctctc 


r* a a "h CTa r* f* p cj 


a t" era rrra ona 


acr^ ^ crrr'ar'a 


ort" ncfcrt" era cr* 
y ^^yy i-'yci^v*' 


1560 


aag 1 1 aaaaa 


aaaagaaaaa 


aaacraaacraa 


ataaotcrtcrt 


crtcrtcrtcrtaa 

z4 ^3 ^3 ^3 vdiGL 


aatccrat" ccra 


1620 


agaaatgacc 


gat tg tgtg t 


ttacatottcr 


ctcaacccrat 


cctccracctc 




1680 


tcrcrtcitccrac 


ccra c 1 1 1 aaa 


Cf t CCTOt C C 1 1 

^3 w 7n ^3 ^ \^ \^ 


cccctccracc 


cracccratr*t" c* 


Iff w iff VffCLy iff* Vff \ff>y 


1740 


c ti cr tier t c t aa 


cctiaactLaac 


rrtcrt^CTt'.aacia 


tttCTaaaaccf 


craaal" t* t' aai" 

y ClClCfc io ivClCL i» 


r'a aoa a f*cra ^ 


1800 


tttggataag 


acaaatoQt" q 


t~ acraat" crat" c 


a era a t* t" t" a t* cr 


1 1 tat" at" aat 
^y ^y y l- 


crcrt" 1"cra 1~ cora 
yy u uy aui^y a 


1860 

X O O v 


agat caagaa 


1 1 cia cacr t" cr t" 


a r* ncrcra a a a "h 


CTi"aa paacra t" 


a a r* i~ rra a t" t" a 


i~ a a r*a t* a a t" n 

L>ClClOCL K^CLOL L^y 




cracr ti t ati t ao 


ttcftcfatcaa 


CL I^CLVj ^y CI k> 




L> CL ^.tf ^ V# Cl. L> L> y ci 


a a t" <Tt" a r* t" a a 

CLCi L>y ^Cll^ LffCLCfc 


J. 7 O w 


atgtaatgac 


ttaaccataa 


tccataagat 


tgaaagttaa 


cataatcaaa 


cacaagaatt 


2040 


actgaacaag 


nattgtaact 


cgaagtgaaa 


tgataattgg 


atttgttatt 


gatcaatgtg 


2100 


gtttgtcaca 


aagacttaag 


agagagcaaa 


tcatccaaaa 


actgattacc 


aaatgaagaa 


2160 


atgaaaatat 


ttaaagagaa 


ttacaaatgg 


cttgaaaatc 


ggttatgtgg 


tttgtttgaa 


2220 
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cttttgaagc 


tgtcacgtga 


tataacacat 


aatatatctt 


tatctttgtg 


atgcaccatg 


2280 


tatgatacaa 


ctaataagtt 


gtatcaatat 


caatttctta aaaactggat 


atactttttc 


2340 


ggtaacttat 


ttaagtccaa 


tgtattattt 


agtccctatg 


aaaagcgtct 


caatgatatt 


2400 


tccccaagtc 


aaatgttaga 


ttttttattt 


tatttatttt 


taaattcagc 


cataggcaaa 


2460 


aatattagta 


agtcagctta 


tgcgtcccaa 


atataattgt 


tatacggctt 


aaatgatttg 


2520 


caattactac 


atttttatgt 


aatcatatct 


caatcaacag 


aattatgaga 


tgtggttgta 


2580 


aaggccttct 


gaaaaattta 


atcaacagtt 


acctaatggt 


agattgatat 


gaaacaaaaa 


2640 


cttctggtgt 


atgcagctgg 


tcgatgacac 




CLCi^^ ^y CLCL^ i»y 


tttaagaatt 


2700 


atcgtattca 


cagtcatatc 


ttacggttaa 


aactttaaac 


gaaatcgaac 


taaactccta 


2760 


acagatatcg 


aagctcaatt 


gtgtaatgtt 


tttcaatggt 


ccacaacgtg 


gcatctatga 


2820 


ccatcgttcg 


taaaacttgg 


gtacgtcata 


cctaccacac 


gttccctcta 


tataagaaac 


2880 


actcattcac 


ctaatgtcta 


ccatcacttg 


cacttctcta 


cttacaaaga 


tcatatacat 


2940 


tttcgttcac 


cgatattaaa 


cacccatggc 


ttccttaac 
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<210> 31 
<211> 1778 
<212> DNA 
<213> lavendula 












<400> 31 
ctagtataaa 


ttttttaata 


gtaggcatgc 


aaaatcaaga 


atctatcttc 


gtgatagcta 


60 


gagagctcac 


tatagcagcc 


tcaatctact 


ttctcatccg 


ctactttctt 


tcaagaatca 


120 


tcaccaccat 


tacccacggc 


ggcagccacc 


gactgccgcc 


agggccgagg 


ggctttccga 


180 


ttgtcggtgc 


acttcctctc 


ttgggcgaca 


tgccacatgt 


cgccctagcc 


aaaatggcca 


240 


aaacttacgg 


ccccatcatc 


tacctaaaag 


tcggtgcatg gggcatggcc gtcgcgtcaa 


300 


cgcctgcctc 


cgcccgtgcg 


tttctcaaaa 


ccctagacac 


caacttctct 


gaccgccctc 


360 


cgaatgcggg 


tgccaccata 


ttagcctaca 


acgcggaaga 


tatggtgttc 


gcccgctatg 


420 


gcccaaagtg 


gagattgctc 


agaaaactga 


ccaatctcca 


catgttgggg 


aatcatgctt 


480 


tagatgggtg 


ggcaagtgta 


aggtcctccg 


agttgggcta 


catgctccat 


gcaaggcacg 


540 


acgccacccg 


tcatggcgag 


^yy »-y ^ 


tgccagagat 


gctcatgtac 


gccgtgggga 


Q U U 


atatgctcgg 


gcaggtgata 


ttaagtagac 


ggattttcga gaagaaaggg aaggaggtga 


660 


atgagttgaa 


agatatggtg 


gtggagctca 


tgacttcagc 


tggatatttc 


aatattggtg 


720 


atttcatccc 


atggcttgct 


tggatggatt 


tgcaggggat 
45 


agagagtggg 


atgaagaaat 


780 



tgcacaataa 


gttcgacaag 


ttgatcggca 


aaatgattga ggatcatttg aaatcagccc 


840 


acatacgcaa 


ggccaagccg 


gatcttcttg 


attgcctctt 


ggcaaatcgt 


gatagctccg 


900 


atgcggagaa 


gctcacctca 


accaacgtca 


aggccctttt 


actgaacttg 


ttcaccgcag 


960 


ggaccgacac 


gtcatcaagc 


ataatagaat 


gggcattggc 


cgagatgatc aagaatccaa 


1020 


ccatcctaaa 


tagggcccac 


caagagatgg 


atagagtcgt 


tggtagaact 


cgaaggttgg 


1080 


tcgaatcgga 


catcccgaac 


ctaccctacc 


tacgagccat 


atgtaaagaa 


acatatcgca 


1140 


agcatccatc 


cactccccta 


aatctgcccc 


gaatcgcgtc 


cgagccttgc 


gtcgtggacg 


1200 


ggtattacat 


acctaaaaac 


acccggctca 


gcgttaacat 


atgggctatc 


gggagagacc 


1260 


ccgacgtgtg 


ggaaaatcct 


cttgatttca 


accccgatag 


atttctatcg gggaagaacg 


1320 


agcggattga 


tccccgcggg 


aaccacttcg 


agctcatccc 


gttcggggct 


gggcggagga 


1380 


tctgcgccgg 


ggcccggatg 


gggatggtgc 


ttgtggagta 


tattttaggc 


acgttggtgc 


1440 


acgctttcga 


atgggaactg 


ccggccgggg 


ccggggccgg 


cacggcggag 


ttgaacatgg 


1500 


accacgtgtt 


tgggctggcg 


ctgcagaaag 


ctgtgcctct 


cacggccatg 


ctcactccta 


1560 


ggctgccgtc 


acattgttat 


gctccttaat 


ttctgttaca 


tttatacgtc 


tcgtatttta 


1620 


tcttatcgaa 


ctagtttacc 


acccatgcat 


tttgcgttta 


tgttattata aattctatta 


1680 


cattattagt 


ctcgtatttt 


attttatcga 


actagtgtac 


cactcataca 


ttttgtgttt 


1740 


atatatacta 


taaagatcta 


ttacattaaa 


aaaaaaaa 






1778 



<210> 32 

<211> 520 

<212> PRT 

<213> lavendula 

<400> 32 

Met Gin Asn Gin Glu Ser lie Phe Val He Ala Arg Glu Leu Thr He 
15 10 15 

Ala Ala Ser He Tyr Phe Leu He Arg Tyr Phe Leu Ser Arg He He 
20 25 30 

Thr Thr He Thr His Gly Gly Ser His Arg Leu Pro Pro Gly Pro Arg 
35 40 45 

Gly Phe Pro He Val Gly Ala Leu Pro Leu Leu Gly Asp Met Pro His 
50 55 60 
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Val Ala Leu Ala Lys Met Ala Lys Thr Tyr Gly Pro lie lie Tyr Leu 
65 70 75 80 



Lys Val Gly Ala Trp Gly Met Ala Val Ala Ser Thr Pro Ala Ser Ala 
85 90 95 



Arg Ala Phe Leu Lys Thr Leu Asp Thr Asn Phe Ser Asp Arg Pro Pro 
100 105 110 



Asn Ala Gly Ala Thr lie Leu Ala Tyr Asn Ala Glu Asp Met Val Phe 
115 120 125 



Ala Arg Tyr Gly Pro Lys Trp Arg Leu Leu Arg Lys Leu Thr Asn Leu 
130 135 140 



His Met Leu Gly Asn His Ala Leu Asp Gly Trp Ala Ser Val Arg Ser 
145 150 155 160 



Ser Glu Leu Gly Tyr Met Leu His Ala Arg His Asp Ala Thr Arg His 
165 170 175 



Gly Glu Pro Val Val Leu Pro Glu Met Leu Met Tyr Ala Val Gly Asn 
180 185 190 



Met Leu Gly Gin Val lie Leu Ser Arg Arg lie Phe Glu Lys Lys Gly 
195 200 205 



Lys Glu Val Asn Glu Leu Lys Asp Met Val Val Glu Leu Met Thr Ser 
210 215 220 



Ala Gly Tyr Phe Asn lie Gly Asp Phe lie Pro Trp Leu Ala Trp Met 
225 230 235 240 



Asp Leu Gin Gly lie Glu Ser Gly Met Lys Lys Leu His Asn Lys Phe 
245 250 255 



Asp Lys Leu lie Gly Lys Met lie Glu Asp His Leu Lys Ser Ala His 
260 265 270 



lie Arg Lys Ala Lys Pro Asp Leu Leu Asp Cys Leu Leu Ala Asn Arg 
275 280 285 



Asp Ser Ser Asp Ala Glu Lys Leu Thr Ser Thr Asn Val Lys Ala Leu 
290 295 300 
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Leu Leu Asn Leu Phe Thr Ala Gly Thr Asp Thr Ser Ser Ser lie lie 
305 310 315 320 



Glu Trp Ala Leu Ala Glu Met lie Lys Asn Pro Thr lie Leu Asn Arg 
325 330 335 



Ala His Gin Glu Met Asp Arg Val Val Gly Arg Thr Arg Arg Leu Val 
340 345 350 



Glu Ser Asp lie Pro Asn Leu Pro Tyr Leu Arg Ala lie Cys Lys Glu 
355 360 365 



Thr Tyr Arg Lys His Pro Ser Thr Pro Leu Asn Leu Pro Arg lie Ala 
370 375 380 



Ser Glu Pro Cys Val Val Asp Gly Tyr Tyr lie Pro Lys Asn Thr Arg 
385 390 395 400 



Leu Ser Val Asn lie Trp Ala lie Gly Arg Asp Pro Asp Val Trp Glu 
405 410 415 



Asn Pro Leu Asp Phe Asn Pro Asp Arg Phe Leu Ser Gly Lys Asn Glu 
420 425 430 



Arg lie Asp Pro Arg Gly Asn His Phe Glu Leu lie Pro Phe Gly Ala 
435 440 445 



Gly Arg Arg lie Cys Ala Gly Ala Arg Met Gly Met Val Leu Val Glu 
450 455 460 



Tyr lie Leu Gly Thr Leu Val His Ala Phe Glu Trp Glu Leu Pro Ala 
465 470 475 480 



Gly Ala Gly Ala Gly Thr Ala Glu Leu Asn Met Asp His Val Phe Gly 
485 490 495 



Leu Ala Leu Gin Lys Ala Val Pro Leu Thr Ala Met Leu Thr Pro Arg 
500 505 510 



Leu Pro Ser His Cys Tyr Ala Pro 
515 520 
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